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REMARKS 

Claim Amendments 
Claims 58-73 are currently pending in the application. 

Claims 58 -61, 66-68 and 73 are newly amended and claims 76-79 are newly added. 
These amendments and additions find support in the specification is discussed below. 

Claims 62-65 and 69-72 which include methods directed to diagnosing moderate and 
marked osteoarthritis, have been cancelledled without prejudice or disclaimer, solely to 
expedite patent prosecution in accordance with the U.S. Patent Office Business Goals (65 Fed. 
Reg. 54604 (September 8, 2000)). Applicants reserve the right to present any cancelledled 
subject matter in a co-pending application. 

Additionally, for the sole purpose of expediting prosecution in accordance with the U.S. 
Patent Office Business Goals (65 Fed. Reg. 54604 (September 8, 2000)), Applicant has amended 
the claims without prejudice or disclaimer, to include the limitations that the samples are 
obtained from cartilage, that the species being diagnosed is human, and that the genes 
comprising the claimed methods are the following ten elected genes: Beta 2 Microglobulin 
(B2M); Tumour Necrosis Factor Alpha-induced Protein (TNFAIP6); B-cell CLL/lymphoma 6 
(zinc finger protein 51) (BCL6); Cyclin C (CCNC); Interleukin 13 receptor alpha 1 (IL13RA1); 
Bone Morphogenetic Protein 6 (BMP6); Calumenin (CALU); MAFB/Kreisler basic 
region/leucine zipper transcription factor (MAFB); Period 1 (PERI); Platelet Factor 4 (PF4); 
Calmodulin 1 (CALM1); Translationally Controlled Tumour Protein (TCTP). without prejudice 
or disclaimer, solely to expedite patent prosecution in accordance with the U.S. Patent Office 
Business Goals (65 Fed. Reg. 54604 (September 8, 2000)). Applicants reserve the right to 
present any cancelledled subject matter in a co-pending application. 

Specifically support for the phrase "identifying markers of human osteoarthritis (OA)" is 
found throughout the specification, including: page 15 paragraph 209; page 21 paragraph 285; 
and page 27 Example 4;. 

Support for the phrase "level of expression of RNA transcripts of a gene" is found 
throughout the specification, including: page 21, paragraph 285-286. 



303592.8 



Serial No.: 10/085,783 
Page 24 

Support for the phrase "gene expression pattern" is found through the specification 
including: page 9 paragraph 139, and page 20 paragraph 275. 

Support for the phrase "indicative of disease" is found throughout the specification, 
including: page 9 paragraph 138. 

Claim Objections 

Claims 58-73 are objected to because they refer to the Figures, and in particular Figure 6. 
As stated, incorporation by reference of a table is permitted in the exceptional circumstances 
where there is no practical way to define the invention in words, and where it is more concise to 
incorporate by reference rather than duplicating a drawing or table into the claim. 

As per the restriction requirement, Applicant has amended the instant claims also to 
include the names of the 10 elected genes, and only refer to Figure 6 as illustrative of their 
differential expression in cartilage samples from normal and osteoarthritic humans. 

In view of this amendment, Applicant respectfully requests reconsideration 

Specification 

It is suggested that Figures which contain text concerning the differential expression of 
genes in OA be converted into Tables so as to permit the information to be search accessible by 
the public. The Applicant will take this recommendation under consideration. 

Drawings 

As noted in the Office action, Figures 14 and 14A were removed by Applicant, the 
information therein being transferred to a sequence listing. In view of the removal of Figures 14 
and 14 A, the pages of the drawings have been renumbered, and the specification has been 
amended to delete references to Figures 14 and 14a. The specification has also been amended to 
reflect the renumbered figures including amendment of the brief description of the drawings 
section. 

Compact Disc Submission 
A replacement CD and identical copy thereof , with the sequence listing is submitted 
with this response. No new matter is added. This sequence listing is identical to now 
cancelledled Figure 14. 
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35 USC 112 Rejections 

Indefiniteness 

Claims 58-73 are rejected under 35 USC 1 12, second paragraph, as being indefinite for 
failing to particularly point out and distinctly claim the subject matter which applicant regards as 
the invention. 

Examiner objects to the language "RNA transcripts which correspond to a gene" in 
claims 58-73 as being indefinite on the basis is not clear what RNA transcripts are meant to be 
encompassed by the claims. ." 

However, claim terms are to be interpreted in light of the intrinsic evidence {i.e., the 
claims at issue, the specification, and the prosecution history. See, e.g., McGill Inc. v. John Zink 
Co., 736 F.2d 666, 673-675, 221 U.S.P.Q. 944, 948-951 (Fed. Cir. 1984), cert, denied, 105 S.Ct. 
514 (1984); Fromson v. Advance Offset Plate, Inc., 720 F.2d 1565, 1569-1571, 219 U.S.P.Q. 
1137, 1140-1141 (Fed. Cir. 1983)). 

The specification describes the identification and sequence of numerous differentially 
expressed sequence tags (EST's) isolated from human cartilage which have been analyzed so as 
to identify the gene from which the ESTs were expressed (see for example, page 14 paragraph 
196). The annotation process is described more fully on page 14 paragraph 194- page 15 
paragraph 208 and teaches the mapping of the ESTs to the human genome using the 
Genbank/EMBL/DDBJ and dbEST database. Figure 6 discloses those human genes identified as 
a result of the disclosed process and provides a Genbank accession number of a species of RNA 
transcript expressed by the gene disclosed. 

Moreover, claims should be construed as they would be by those skilled in the art. 
Fromson, 720 F.2d at 1571, 219 U.S.P.Q. at 1 142. That is those skilled in the art would 
understand that "RNA transcripts which correspond to a gene" are those RNA transcripts which 
are transcribed from the gene. Nevertheless, Claims 58 and 60 have been amended to clarify 
that the RNA transcripts being claimed are those transcripts expressed from the genes identified 
in Table 6 as being differentially expressed in OA cartilage as compared with normal cartilage. 
Claims 59 and 61 further limit the selection of genes to those which are identified as being 
differentially expressed in OA cartilage as compared with normal cartilage and are further 
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selected from the following: Beta 2 Microglobulin (B2M); Tumour Necrosis Factor Alpha- 
induced Protein (TNFAIP6); B-cell CLL/lymphoma 6 (zinc finger protein 51) (BCL6); Cyclin C 
(CCNC); Interleukin 13 receptor alpha 1 (IL13RA1); Bone Morphogenetic Protein 6 (BMP6); 
Calumenin (CALU); MAFB/Kreisler basic region/leucine zipper transcription factor (MAFB); 
Period 1 (PERI); Platelet Factor 4 (PF4); Calmodulin 1 (CALM1); Translationally Controlled 
Tumour Protein (TCTP). 

In view of the claim amendments and Applicant's arguments, reconsideration and 
withdrawal of the rejection is respectfully requested. 

Enablement 

Claims 58-73 are rejected under 35 USC 1 12, first paragraph, as failing to comply with 
the enablement requirement. 

Examiner objects to claims 58-73 as failing to comply with the enablement requirement 
and in particular cites (a) the Nature of the Invention (b) the Scope of the Invention (c) the 
Guidance in the Specification and (d) the Teachings in the Prior Art and Level of 
Unpredictability and (e) Quantity of Experimentation. Applicant will address each of the points 
raised below. 

Nature of the Invention 

Examiner states that the claims recite a method of diagnosing osteoarthritis or a stage of 
OA which, as a result of the Examiner's Restriction Requirement, requires determining the level 
of the ten genes selected. Applicant respectfully disagrees. It is Applicant's understanding that 
because no prior art has been identified which identifies teaching any two of the selected ten 
genes as diagnostic of OA or a stage of OA, should the Applicant successfully overcome 
Examiner's objections and rejections, claims encompassing any two or more of the ten elected 
genes may be rejoined with the goal of allowance of these claims. Reconsideration of this issue 
is respectfully requested. 

Examiner further indicates that the nature of the claimed invention requires knowledge 
that the genes are differentially expressed in OA or a stage of OA in such a way that one can 
reliably draw conclusions for the diagnosis of OA based on the gene expression patterns. 
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It is the Applicant's position that, the use of EST frequency to draw conclusions 
regarding differential expression is a scientifically acceptable technique (see for example Okubo 
et al Nature Genetics 2, 173 - 179 (1992)), Kumar S, Connor JR, Dodds RA, Halsey W, Van 
Horn M, Mao J. et al Osteoarthritis Cartilage. 2001 Oct;9(7):641-53; Dahl et al. The Journal of 
Pathology 2005 205 (1) 21-28.). Further evidence in support of this position is provided by way 
of an Inventor's Declaration wherein additional data obtained subsequent to filing of the 
Application is provided. In summary the data demonstrates that additional screening of the 
described cDNA libraries continues to support the biomarkers of Figure 6 as differentially 
expressed as between OA and non OA. In addition, using a second technique of either 
Affymetrix® microarray and/or ChondroChip™ microarray hybridization resulted in data which 
demonstrates the biomarkers of Figure 6 are differentially expressed as between OA and non 
OA. The analysis of the data is discussed more thoroughly in the section entitled "Guidance in 
the Specification and Working Examples". 

Scope of the Invention 

Examiner indicates that the scope of the language used in the claims is sufficiently broad 
to encompass (a) any sample including blood, synovial fluid and cartilage (b) all homologues, 
variants and the like and (c) all species of patient. In order to expedite examination, but without 
prejudice to the Applicant's rights to pursue related claims, Applicant has amended the claims so 
as to limit the claim to diagnosis of human osteoarthritis using cartilage samples. Applicant has 
clarified that the transcripts which are expressed from the gene identified are included within the 
scope of the claim. This would therefore include all transcripts which are expressed in cartilage 
from the gene of interest. This is consistent with the teaching within the specification wherein 
Applicant has identified numerous transcripts or portions thereof transcribed from the genes as 
shown in Figure 6. 

Guidance in the Specification and Working Examples 

Examiner argues that before reliable conclusions can be drawn regarding diagnosis or 
staging of OA, there are a number of issues that need to be addressed including those that follow: 
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(a) reliability of the EST frequency data to demonstrate differential gene expression (b) the lack 
of working examples of the claimed method for use in diagnosing of OA. 

With regards to the former, as already mentioned, EST frequency data to draw 
conclusions regarding differential expression is a scientifically acceptable technique. The EST 
frequency analysis was done by analyzing and sequencing over 50,000 EST transcripts in a 
normal cartilage library, a mild OA cartilage library, and a severe OA cartilage library. Each of 
these ESTs was sequenced and matched to known genes where possible. As outlined in the 
Inventor's Declaration each of the cDNA libraries was constructed from two or more individuals 
and in particular the normal OA cartilage library was constructed using mRNA isolated from two 
individuals, the mild OA cartilage library was constructed using RNA isolated from six 
individuals, the severe OA cartilage library was constructed using RNA isolated from 3 
individuals. 

The decision in In re Angstadt, 190 U.S.P.Q. 218 (C.C.P.A. 1976) clearly states that 
every embodiment need not be disclosed, even in an unpredictable art, and clearly permits the 
presence of a screening step to identify those embodiments which possess the desired activity. In 
fact, in Angstadt, the Court specifically dismissed the notion that the specification must provide a 
level of guidance that would predict the outcome of an experiment (or reaction) "with reasonable 
certainty before performing the reaction" and that "such a proposition is contrary to the basic 
policy of the Patent Act, which is to encourage disclosure of inventions and thereby to promote 
progress in the useful arts." 

Since filing of the patent application, Applicant has continued to identify ESTs from the 
four cDNA libraries following the methodologies as outlined in the specification. As can be seen 
in the Inventor's Declaration, inmost cases where additional ESTs were identified, the EST 
frequency as between osteoarthritis libraries and normal libraries show the same trend (i.e. 
upregulated and or downregulated)when comparing osteoarthritis to non osteoarthritis) as the 
original EST frequency data. This is true even in those cases where, as the Examiner notes, the 
number of ESTs identified originally is relatively few (see for example LAMC1; and IL13RA1). 
The Applicant also provides additional data obtained using microarray analysis of the selected 
genes to further support the utility of the biomarkers identified in Figure 6. Microarray analysis 
was performed using the methods as taught in the specification and hybridizing to either the 
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Affymetrix GeneChip® and/or the Applicant's own ChondroChip® constructed from some of 
the EST's identified. In particular RNA was isolated from the cartilage of numerous individuals 
having osteoarthritis and numerous individuals not having osteoarthritis and each RNA sample 
converted into cDNA for purposes of hybridization to the arrays. For most of the selected genes, 
the hybridization data is consistent with the EST frequency analysis and demonstrates statistical 
significant (i.e. a p value of less than 0.05) in differential expression as between individuals 
having osteoarthritis (where at least 7-10 individuals with osteoarthritis were used for the 
analysis of any one selected biomarker) and individuals not having osteoarthritis(where at least 
10 individuals with osteoarthritis were used for the analysis of any one selected biomarker). 

In three instances (B2M and ZFR, and TCTP) the data obtained by hybridization does not 
concord with the EST frequency data. As is understood, the law clearly does not require all of 
the species embodied within the scope of a claim to be operative for a claim to be valid (Atlas 
Powder Co. v. E.L du Pont de Nemours & Co., 750 F.2d 1569, 1577, 224 USPQ 409, 414 (Fed. 
Cir. 1984)). The microarray results still, however, in the case of B2M and ZFR demonstrate that 
the products of these genes are differentially expressed as between individuals having 
osteoarthritis and not having osteoarthritis. 

Examiner further claims there is no guidance in the specification as to how the genes of 
the invention can be used for the diagnosis of OA. Applicant respectfully disagrees. The 
specification teaches the use of the genes of the invention for diagnosis of OA starting on page 
21 paragraph 289-292. The specification further provides Example 9 as a working example of 
the invention in diagnosing OA. More specifically, the specification teaches isolation of an RNA 
sample from a test individual and hybridization of the RNA to a microarray comprised of nucleic 
acid members wherein at least one of the members corresponds to a gene which is identified as 
differentially expressed in individuals having osteoarthritis as compared to "normal" individuals 
(i.e. individuals not having osteoarthritis) to generate a gene expression pattern. As described in 
the definition of "indicative of disease" found on page 9, paragraph 133, an expression pattern is 
diagnostic if it is found significantly more often in patients with the disease than in patients 
without the disease using standards routine statistical methods. Thus the specification teaches 
how to use the genes of the invention for diagnosis of OA. The reconsideration and withdrawal 
of the rejection is respectfully requested. 
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Teachings in the Prior Art and Level of Unpredictability 

Examiner further argues that is highly unpredictable whether the differential expression 
observed is due to OA or a stage of OA or if it represents a more generalized response to other 
conditions. With respect, Applicant disagrees. The genes of the invention were identified as 
those which are differentially expressed in the tissue at the site of the osteoarthritic decay, where 
it is known that the structural integrity of mature cartilage is in a delicate balance. Thus, it is 
expected that changes in the expression of the genes at this cartilage site are relevant to 
osteoarthritis and useful in its diagnosis. Furthermore, we identified many of the genes as being 
differentially expressed not only in the cartilage of osteoarthritic patients as compared with non 
osteoarthritic patients, but also as between different stages of osteoarthritis - again showing the 
likelihood that the differential expression of these genes is due to osteoarthritis. 

As stated in the Manual of Patent Examining Procedure at 2164.03: 

The "predictability or lack thereof in the art refers to the ability of one skilled in the art 
to extrapolate the disclosed or known results to the claimed invention. If one skilled in the art 
can readily anticipate the effect of a change (in this case a change in gene expression in the 
cartilage of osteoarthritic patients as compared with non osteoarthritic patients) within the 
subject matter to which the claimed invention pertains, then there is predictability in the art. 

As evidenced by Exhibit "A" in the attached declaration, there is a high degree of 
correlation between the elected biomarker genes and their ability to monitor differential 
expression as between the cartilage of osteoarthritic patients as compared with the cartilage of 
non osteoarthritic patients. Absent evidence to the contrary, there is ample support for the 
conclusion that one skilled in the art would be able to extrapolate the results of the claimed 
invention including; (a)differential expression occurs in cartilage, (b) many of the genes 
identified are also differentially expressed as between different stages of osteoarthritis, (c) later 
correlating data obtained following the teachings as disclosed in the specification confirming the 
conclusion that the differential expression is indicative of osteoarthritis. Since the examiner has 
presented no evidence to the contrary, and one skilled in the art has the ability to anticipate the 
effect of the differential expression of the claimed genes to the claimed method of diagnosing 
osteoarthritis, predictability exists in the art. 
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Quantity of Experimentation 

The Examiner suggests that the level of experimentation required to practice this 
invention are too enormous. In In re Wands, the court stated that "[enablement is not precluded 
by the necessity for some experimentation such as routine screening. However, experimentation 
needed to practice the invention must not be undue experimentation. The key word is 'undue' 
not 'experimentation' (citing In reAngstadt, 537 F. 2d 498 at 504, 190 U.S.P.Q. 214 at 219 
(C.C.P.A. 1976)). The Court also stated that "the test is not merely quantitative, since a 
considerable amount of experimentation is permissible, if it is merely routine, or if the 
specification in question provides a reasonable amount of guidance with respect to the direction 
in which the experimentation should proceed." (citing In re Jackson, 217 U.S.P.Q. 804 at 807 
(Bd. App. 1982)). 

Applicant has already demonstrated that in their own work, they have been able to 
perform the experimentation necessary to determine that the genes elected are differentially 
expressed in normal patients as compared with those patients having osteoarthritis using 
microarray technology. This powerful technology allows one to test for expression of over 
30,000 genes in one experiment for cartilage samples of numerous individuals, therefore 
Applicant has demonstrated that the experimentation necessary is not undue. In fact, all of the 
genes shown in Figure 6 can be analyzed in a single experiment for any individual. If the 
Examiner remains convinced that this is undue experimentation, Applicant would like 
information from the Examiner as to what is the quantity of experimentation that would not be 
considered undue experimentation and which would overcome the rejection. 

Examiner further suggests that one would also have to show that the patterns of 
differential expression are specific to Osteoarthritis and not due to other diseases. Examiner 
indicates that in order to support a claim using these genes for diagnosis of OA, one would have 
to show that the genes are not differentially expressed in other disease areas. Applicant would 
point out that diagnosis, as is understood by a person skilled in the art, is not performed in the 
absence of other medical information including past history, symptoms, and the like. Therefore, 
it is not necessary that the biomarkers be tested to ensure that, for example, a person with a 
broken leg does not show the same pattern of differential expression. Diagnosis is often done in 
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combination with many other factors and tests. For example, commercially available tests for 
Rheumatoid Arthritis are routinely used despite the possibility of these tests indicating other 
possible conditions. 

Reconsideration and withdrawal of the rejection is respectfully requested. 



Applicant submits that all claims are allowable as written and respectfully request early 
favorable action by the Examiner. If the Examiner believes that a telephone conversation with 
Applicant's attorney/agent would expedite prosecution of this application, the Examiner is 
cordially invited to call the undersigned attorney/agent of record. 



Conclusion 



Respectfully submitted, 



Date: 



December 7, 2005 




Name: Kathleen M. Williams 

Registration No.: 34,380 

Customer No.: 29933 

Edwards Angell Palmer & Dodge LLP 

111 Huntington Avenue 

Boston, MA 02199-7613 

Tel. (617)239-0100 
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2( 
U 
15 

> 1* 

> 1* 

> 11 
ii 
il 
1/ 
17 
17 
16 
16 
16 
16 
15 
15 


) 0.12% 
) 0.12% 
) 0.11% 
) 0.11% 
) 0.11% 
t 0.10% 
I 0.10% 
I 0.10% 
r 0.10% 
' 0.10% 

0.16% 

0.10% 
0.09% 
0.09% 
0.09% 
0.09% 
0.09% 
0.09% 


69 
70 


translationaliy controlled tumor protein (TCTP) 
TSC-22 protein 


L05095.1 

YlCftfiJ! 

Alb0o4 
U35048 


24 
23 
8 


0.18% 
0.17% 
0.06% 


14 
14 
14 


0.08% 
0.08% 
0.08% 


71 


ribosomal protein L22 (RPL22) 


NM.000983.1 


6 


0.04% 


14 


0.08% 


72 
73 
74 
75 


nucleolar phosphoprotein B23 (NPM1J 

dusterin (CLU) SP40,40 (=M63379 TRPM-2 protein) 

imuuouiyial rr^wiciix Liu [Um rKvJ IfciNJ (1 UMUK SUPRESSOR QM) 

ribosomal protein S12 


M28699 

NM.001831.1 

spP27635 


4 
1 

53 


0.03% 
0.01% 
0.40% 


14 
14 
13 


0.08% 
0.08% 
0.08% 


76 
77 
78 


ribosomal protein S25 (RPS25) 

ribosomal orotein S23 (RPS?^ sniiwn /non 

thioredoMnfTXN) 


X53505 
NMJX>1028.1 
NM.001025.1 
J04026 


35 
17 
8 
4 


Q.26% 1 
0.13% 
0.06% 
0.03% 


13 
13 
13 
13 


0.08% 
0.08% 
0.08% 
0.08% 


79 
80 
81 


SRY (sex-detBrmining region YH>ox 9 (campomelic dysplasia, autosomal a 

heat shock IflkD nmMn 1 (rhanamnm 1fl\ /UCDC'ii 

ribosomal protein L37a 


NMJQ0346.1 
NM.002157.1 
L22154 


4 
1 

56 


0.03% 
0.01% 
0.42% 


13 
13 
12 


0.08% 
0.08% 
0.07% 


82 
83 
84 
85 


RIBOSOMAL PROTEIN L17 
ribosomal protein S1 7 
ribosomal orotein L27 fRPL27e 
hH3.3B gene for histoneH3.3 


spP18621 

M13932 

NM_000988.1 


31 
28 
27 


0.23%. 
0.21% 
0.20% 


12 
12 
12 


0.07% 
0.07% 
0.07% 


86 


ferritin L chain 


Z48950.1 
M11147 


10 
9 


0.07% 
0.07% 


12 
12 


0.07% 
0.07% 


87 
88 
89 


ribosomal protein L24 (RPL24) (=ribosoma! protein L30) 
lysosomal membrane glycoprotein C063 (=M59907 ME491 #07982) 
CD63 antigen (melanoma 1 antiqen) (CD63) 


NMJJ00986.1 
M58485 
NMJXM 780.1 


8 
7 
7 


0.06% 
0.05% 
0.05% 


12 
12 

121 


0.07% 
0.07% 
n n7^t 


90 
91 
92 


histoneH3.3 \ 

komplex^odated-testis^xpressed 1-like 1 (TCTEL1) i 
procollagen C^ndopeptidase enhancer 2 (PCOLCE2) 


Z48950 j 

NM.006519.1 

NMJ)13363.1 


3 
2 
1 


0.02% 
0.01% 
0.01% 


12 
12 
12 


0.07% 
0.07% 
0.07% 


93( 
94 


siectron transfer flavoproteinalpha-subunit 

Ribosomal protein L36 (=RPL44) " ] 


J04058.1 


1 


0.01% 


12 


0.07% 


95 i 
961 


lbosomal protein L39 j 
tfORFH*!atedgeneX(KlAA0026) (=MRG15) " ' j 


<\F077043.1 

D79205 

HIMJ)12286.1 


20 
15 
2 


0.15% 
0.11% 
0.01% 


11 
11 
11 


0.06% 
0.06% 
0.06% 


971 
98 r 


J R01574 (mitochondrial proteolipid 68MP homolog (PLPM) i 
everse transcriptase related protein , 


\F116639.1 
)rf1207289A 


2 
1 


0.01% 
0.01% 


11 
11 


0.06% 
0.06% 


99 r 

100 r 

101 £ 


ibosomal protein L3 (RPL3) { 
lbosomal protein 113 j 
icfin, gamma 1 (ACTG1) r 


MJJQ0967.1 

VF112214 

M.001614.1 


42 
33 
31 


0.31% 
0.25% 
0.23% t 


10 
10 
10 


0.06% 
0.06% 
0.06% 
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102 


RIBOSOMAL PROTEIN L10A (CSA-19)(RPL10A) 


P53025 


16 


0.13% 


10 


0.06% 


103 


ribosoma) protein L35a 


NM.000996.1 


14 


0.10% 


10 


0.06% 


104 


eukaryoUc translation Initiation factor 3 (EIF3S6) (=INT6) 


NMJQ1568.1 


13 


0.10% 


10 


0.06% 


105 


H2A histone family, member Z (H2AFZ) = D28450.1 


NNL002106.1 


4 


0.03% 


10 


0.06% 


106 


zinc finger protein 216 (ZNF216) 


JAF062072.1 


3 


0.02% 


10 


0.06% 


107 


cytochrome c oxidase subunit II gene (ORF) 


; AF004339 


3 


0.02% 


10 


0.06% 


108 


TPT1 gene for translafionally controlled tumor protein (TCTP), exons 1-6 ;AJ400717,1 


! 2 


0.01% 


10 


0.06% 


109 


selenoprotein P(SEPP1) 


Z11793 


1 


! 0.01% 


10 


0.06% 


110 


ribosomal protein S15a 


X84407 


23 


0.17% 


9 


0.05% 


111 


cytoskeletal gamma-actln 


X04098 


19 


0.14% 


9 


0.05% 


112 


prothymosin alpha 


M14630 


18 


0.13% 


9 


0.05% 


113 


ribosomal protein SI 3 


NM.001017.1 


17 


0.13% 


9 


0.05% 


114 


ATP synthase, H transporting, mitochondrial FO complex, subunit g (ATP5I Hs. 107476 


4 


0.03% 


9 


0.05% 


115 


defender against ceil death 1 (DAD1) 


NMJJ01 344.1 


1 3 


0.02% 


9; 0.05% 


116 


TI-227H (=tomoregulin; mitchondrial) 


D50525 


2 


0.01% 


9! 0.05% 


117 


ATPase, H transporting, lysosomal (vacuolar proton pump) 9kD (ATP6H) 


kill AMA A MF* A 

NM.003945.1 


1 


0.01% 


9 


0.05% 


118 


nuclear pore complex Interacting protein (NPIP) 


AF132984.1 


1 


0.01% 


9 


0.05% 


119 


ribosomal protein $24 


M31520 


23 


0.17% 


8 


0.05% 


120 


ribosomal protein L5 


U76609 


23 


0.17% 


8 


0.05% 


121 


heterogeneous nuclear ribonucteoprotein A1 (HNRPA1) 


NM_002136.1 


14! 0.10% 


6 


0.05% 


122 


poJyubiquifin 


E12605 


13 


0.10% 


8 


0.05% 


123 


ribosomal protein L12 


L06505 


12 


0.09% 


8 


0.05% 


124,ribosoma! protein L38 


Z26876 


8 


0.06% 


8 


0.05% 


125 


poly(A)-binding protein (PABP) 


U68105 


6 


0.04% 


8 


0.05% 


""123 


carboxypeptidase E (CPE) 


NMJJ01873.1 


6 


0.04% 


8 


0.05% 


127 


cytochrome b (ORF) 


iiflQAnn 

UUjJOUU 


5 


0.04% 


8 


0.05% 


128 Tiggerl transposable element 


U49973.1 


5! 0.04% 


8 


0.05% 


129 NADH dehydrogenasefubfcpnone) Fe-S protein 5 (15kD) (NADH-coenzym 


NMJJ045521 


4 


0.03%J 


8 


0.05% 


130'thrombospondin 4 (7HBS4) 


NMJJ03248.1 


4 


0.03% 


8 


0.05% 


131 F1-ATPaseepsflon-subunit(ATP5E) 


AF052955.1 


3 


0.02% 


8 


0.05% 


132 frizzlecf-related protein (FRZB) 


NMJ301463.1 


3 


0.02% 


8 


0.05% 


133 


glucooonjcoid-induced GiLZ 


AF228339 


3 


0.02% 


8 


0.05% 


134 


Fritz mRNA, complete cds 


IU91903.1 


2 


0.01% 


8 


0.05% 


135 


actin, alpha, cardiac muscle 


NP_005150.1 


2 


0.01% 


8 


0.05% 


136 


vacuolar H-ATPase subunit 


AF038954 


1 


0.01% 


8 


0.05% 


137 


serine/threonine protein kinase Kp78_sj)lice variant CTAK75a 


AF159295.1 


1 


0.01% 


8 


0.05% 


138 


ribosomal protein L27A 


A6020236.1 


34 


0.25% 


7 


0.04% 


139 


ribosomal protein, large P2 (RPLP2) 


NMJJ01004.1 


14 


0.10% 


7 


0.04% 


140 


tumor rejection antigen (gp96) 1 (TRA1) 


X15187 


10 


Q.07% 1 


7 


0.04% 


141 


ribosomal protein S7 


M77233 


8 


0.06% 


7 


0.04% 


142 


guanine nucleotide binding protein (G protein), alpha stimulating activity po 


BC008855.1 


8 


0.06% 


7 


0.04% 


143 


matrilin-3 (MATR3) 


Y13341 


7 


0.05% 




0.04% 


144 


guanine nucleotide binding protein (G protein), alpha stimulating activity po 


NM.000516.2 


7 


0.05% 




0.04% 


145 


lysosome-associated protein, transmembane - 4alpha {=D14696.1 Human 


U34259.1 


6 


0.04% 


=\ 


0.04% 


" 146 


Cyr61 protein (CYR61) 


AF031385 


6 


0.04% 


7 


0.04% 


147 


ribosomal protein S26 


NM 001029.1 


6 


0.04% 


7 0.04% 


148 


serine protease=HTRA serine protease (PRSS1 1)=AF1 57623.1 


Y07921 


5 


0.04% 


7i 0.04% 


149 


hexabrachion (tenastin C, cytotactin) (HXB) 


NM_002160.1 


4 


0.03% 


• ? 


0.04% 


150 


palladin (KIAA0992)= CGI-151 


NMJJ160B1.1 


3 


0.02% 


"0.04% 


151 


collagen lysyl hydroxylase Isofbrm 2 (PLOD2) 


U84573 


2 


0.01% 


7 


0.04% 


152 


myosin, light polypeptide, regulatory, non-sarcomeric (20kD) (MLCB), mRN 


Hs.233936 


2 


0.01% 


7 


0.04% 


153 


procollagen-lysine, 2-oxofllutarate 5-dloxygenase (lysine hydroxylase) 2 (P 


Hs.41270 


2 


0.01% 


7 


0.04% 
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154 


KVLQT1 gene (=p150) 


AJ006345.1 ! Z 0.01% 


7 0.04% 


155 


suppression of tumorigenldty 13 (Hsp70-interacting protein) (ST13) 


NM_003932.1 


2 


0 01% 


7 0.04% 


156 


spermidine/spermine N1-acetyftransferase 


Z14136 




U.UI TO 


7 




157 


epithelial membrane protein 1 (EMP1) 


NM 001423 1 




0.01% 


7 




158 muscleblind (Drosophila)-like (MBNL) (=KIAA0428) 


NIVL021038.1 




0.01% 


7 




159 SOD-2 manganese superoxide dismutase 


X65965 




0.01% 


7 


U.U470 


160 


heat shock 70kD protein 10 (H6C71) (HSPA10) 


NM.006597.1 




0.01% 


7 




161 


MADS/MEF2-famity transcription factor (MEF2C) mRNA, complete cds 


L08895.1 




0.01% 


7 


0.04% 


162 


ribosomal protein L15 


NM_002948.1 


26 


j_ 0.19% 


6 


0.03% 


163;collagen type IX alpha 3 (COL9A3) 


AF026802.1 


26 


0.19% 


6 


A AOQ/ 


164iribosomal protein L26 


X69392 


18 


0.13% 


6 


A AOQ/ 

0.03% 


109 


rKoQo binding protein (rKDpoo) 


AF090334 


8 


0.06% 


6 


A A "30/ 

0.03% 


166 


nascent-polypeptide-associated complex alpha polypeptide (NACA) 


NMJ05594.1 


6 


0.04% 


6 


A AOfi/ 

0.03% 


167 


collagen type XIV variant C-terminal NC1 and 3UTR 


Y11711 


6 


0.04% 


6 


0.03% 


168 


Tis11dgene 


U07802 


5 


0.04% 


6 


0.03% 


169 


transforming growth factor beta-stimulated protein TSC-22 (TSC22) 


NMJ506022.1 


5 


0.04% 


6 


0.03% 


170 


ADP/ATP translocase 


J03592 


5 


0.04% 


6 


0.03% 


171 


ferritin heavy chain 


L20941.1 


4 


0.03%i 6 


0.03% 


172 


testis enhanced gene transCRipt protein (TEGT) 


AF033095 ! 4 


0.03% 6 


0.03% 


173 


translocation protein 1(TLOC1) 


NMJ03262.1 3 


0.02% 


6 


0.03% 


174 


mannosidase, beta A, lysosomal (MANBA) gene, and ubiquifin-conjugating 


AF224669.1 3 


0.02% 


6 


0.03% 


175 


lactate dehydrogenase B (LDH-B) 


Y00711 


3 


0.02% 


6 


0.03% 


176 


peroxiredoxirrl (PRDX1) (=NKEFA) 


NMJK)2574.1 


3 


0.02% 


6 


0.03% 


177 


membrane protein CH1 (CH1) 


AB020980 


3 


0.02% 


6 


0.03% 


178 
179 


fibroblast activation protein, alpha; seprase (FAP) 


NMJ04460.1 


2 


0.01% 


6 


0.03% 


dg19 (=031887.1 KIAA0062) 


AF026940.1 




0.01% 


6 


0.03% 


180 


transmembrane protein (CD59) 


M84349.1 




0.01% 


6 


0.03% 


101 


cnionoe mtraceuuiar cnannei 4 wee jclio4LJ 


NM_013943.1 




0.01% 


6 


0.03% 


182 


protein C inhibitor [human, leukocytes, Genomic, 1402 nt, segment 5 of 51 


$69366.1 




0.01% 


6 


0.03% 


183 


ubiquitm-conjugating enzyme E2B (RAD6 hornolog) (UBE2B) 


NMJW3337.1 




0.01% 


6 


0.03% 


184 


nuclear factor of kappa light polypeptide gene enhancer in B-ceils 1 (NFKB1 


AF213884.1 




0.01% 


6 


0.03% 


185 


tubulin beta 


AF070561 


19 


0.14% 


5 


0.03% 


186 


ribosomal protein L44 (RPL44) 


NMJXJ1001.1 


14 


0.10% 


5 


0.03% 


187 


v-fos FBJ murine osteosarcoma viral oncogene homolog (FOS) 


NM 005252.2 


121 0.09% 


5 


0.03% 


188 


triosephosphate isomerase (TPI1) 


M10036 


8| 0.06% 


5 


0.03% 


189 


myosin regulatory Gght chain 


X54304 


6i 0.04% 


5 


0.03% 


190 


lysyl oxidase 


U22384 


6 


0.04% 


5 


u.uo» 


191 


insulin-like growth factor binding protein 5 (IGFBP5) gene 


L27556.1 


6 


0.04% 


5 


0.03% 


192 


cathepsin K (pycnodysostosis)(CTSK) 


NM.000396.1 


5 


0.04% 


5 


0.03% 


193 


B-cell translocation protein 1 (BTG1) 


X61123 


5 


0.04% 


5 


0.03% 


194 


cytochrome c oxidase subunit Vllb 


Z14244 


4 


0.03% 


5 


0.03% 


195 


ceil division cycle 10 (homologous to CDC10 of S. cerevisiae) (CDC10) 


NMJW1788.1 


4 


0.03% 


5 


0.03% 


196 


activating transCRiption factor 4 (tax-responsive enhancer element B67) (A 


gi4502264 


4 


0.03% 


5 


0.03% 


197 


Integral membrane protein 2A (ITM2A) 


NM_004867.1 


41 0.03% 


5 


0.03% 


198 


transforming growth factor beta-induced, 68kD_fTGFBI) 


NM.000358.1 


3 


0.02% 


L 5 


0.03% 


199 


eukaryotic translation Initiation factor 4 gamma, 2 (EIF4G2) 


NM_001418.1 


3 


0.02% 


5 


0.03% 


200 


Sec61 gamma 


AF054184 


3 


0.02% 


5 


0.03% 


201 


miCRosomal signal peptidase 


AF061737 


3 


0.02% 


5 


0.03% 


202 


actin binding protein ABP620 


AB029290.1 


3 


0,02% 


5 


0.03% 


203 


WSB-1 Isoform 


AF106684.1 


3 


0.02% 


5 


0.03% 


204 


heterogeneous nuclear ribonudeoprotein A2/B1 (HNRPA2B1) 


NM_002137.1 


3 


0.02% 


5 


0.03% 


205 


peptidylglycine alpha-amidating monooxvoenase (PAM) 


M37721 


2 


0.01% 


5 


0.03% 
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206 


small nuclear ribonudeoprotein D2 polypeptide (16.5kD) (SNRPD2) 


NMJJQ4597.3 


2 


0.01% 


5 


0.03% 


207 


syndecan binding protein (ayntenin) (SDCBP)(ORF) = AF0006521 


NM.005625,1 


2 


0.01% 


5 


0.03% 


fcwu 

209 


JKTBP2, JKTBP1 , complete cds 


AB017018.1 


2 


0.01% 


5 


0.03% 


cartilage intermediate layer protein, CILP 


AB022430.1 




0.01% 


5 


0.03% 


210 


ring-box 1 (RBX1) 


NM 014248.1 




0.01% 5 


0.03% 


211 


allograft inflammatory factor 1 (AIF1) 


NM_001623.2 : 1 


0.01%l 5 1 0.03% 


212 


fragile 16D oxido reductase (FOR) 


AF217490.1 




0.01% 


5 


0.03% 


213 


PR01873 


AF119859.1 




0.01% 


5 


0.03% 


214 


pdy(rC)-binding protein 2 (PCBP2) 


NMJJ05016.1 




0.01% 


5 


0.03% 


215 


collagen type IX alpha 1 (COL9A1)(ORF) 


NMJ)01851.1 


74j 0.55% 


4 


0.02% 


216 


coDagen type XI aipha2 (COL1 1 A2) 


U41068.1 


34, 0.25% 


4 


0.02% 


217 


lectin, galactoside-binding, soluble, 1 (galectin 1) (LGALS1)mRNA(=14 kd NM.002305.2 


22: 0.16% 


4 


0.02% 


218 


T-ceUcyciophilin Y00052 


18 


0.13% 


4 


0.02% 


219 


cnondrornodulin 1 precursor (CHM-I) 


NMJJ07015.1 


15 


0.11% 


4 


0.02% 


220 


ribosomal protein L14 


D87735 


12 


0.09% 


4 


0.02% 


221 


heparan sulfate proteoglycan (HSPG) (OCI5) 


J04621.1 


9 


0.07% 


4; 0.02% 


222 


annexin A5 (ANXA5)(lifX>cortin-V) 


NMJJ01 154.2 ! 9 


0.07% 


4 0.02% 


223 


soluie carrier family 25 (mitochondrial carrier; phosphatB carrier), member ; 


NM_005888.1 6 


0.04% 


4 


0.02% 


224 


nuclear protein SDK3 (=MEMA) 


Y10351 6 


0.04% 


4 


0.02% 


225 


NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4 (9kD, MLRQ) (( 


NMJ)02469.1 


5 


0.04% 


4 


0.02% 


226 


collagen type VI alpha 3 (COL6A3) 


NM_004369.1 


5 


0.04% 


4 


0.02% 


227 enhancer of rudimentary homologue 


U66871 


5 


0.04% 


4 


0.02% 


228 
229 


HSPC330 mRNA(=HSPC016) 


AF161448.1 


5 


0.04% i 4 


0.02% 


peripheral myelin protein 22 


M94048 


5 


0.04% 4 


0.02% 


230 


bone sialoprotein (BNSP) 


L10363.1 


5 


0.04%. 4 


0.02% 


231 


lactate dehydrogenase A (LDHA) 


NMJ05568.1 


4 


0.03% 


4 


0.02% 


232 


tyrosine 3-monooxygenase/tryptDphan 5-monooxygenase activation proteir 


NMJ03404.1 


4 


0.03% 


4 


0.02% 


233 


heterogeneous nuclear ribonudeoprotein EXike (HNRPDL) 


NMJW5463.1 


4 


0.03% 


4 


0.02% 


234 
235 


heterogeneous nuclear ribonudeoprotein D (hnRNP O) (52% aa) 


D55671 


4 


0.03% 


4 


0.02% 


platelet-derived growth factor receptor alpha (PDGFRA) 


M21574 


4 


0.03% 


4 : 0.02% 


236 


cydinl 


050310 


4 0.03% 


4. 0.02% 


237 


protein phosphatase 2 (formerly 2A), catalytic subunit, alpha isoform (PPPi 


NMJ)02715.1 


4. 0.03% 


4 


0.02% 


238 


melanoma growth regulatory protein MIA 


X75450 


4 


0.03% 


4 


) 0.02% 


239 


phosphoglycerete kinase 1 (PGK1) (ORF) 


NMJ30O291.1 


3 


0.02% 


4 


0.02% 


240 


Heterogeneous nudear ribonudeoprotein U (scaffold attachment factor A) 


NMJ504501.1 


3 


0.02% 


4 


0.02% 


241 


alpha-2-macroglobulin 


D83196 


3 


0.02% 


4 


0.02% 


242 
243 


sin3 associated polypeptide (SAP1 8) 


AF153608 


3 


0.02% 


4 
4 


0.02% 
0*02% 


ubio^inokytochrome c reductase complex (7.2 kD); hypothetical protein (F 


NP.037519.1 2 


0.01% 


244 


DEAD/H (Asp-Glu-AIa-Asp/His) box polypeptide 5 (RNA helicase, 68kD) (D 


N&L004398.1 


2 


0.01% 


4 


0,02% 


245 


GAP-associated tyrosine phosphoprotein p62 (Sam68) (SAM68) (=p62) 


NM_006559.1 


2 


0.01% 


4, 0.02% 


246 


latent transforming growth factor beta binding protein 1 (LTBP1) 


NMJWQ6Z7.1 


2 


0.01% 


4 


0.02% 


247 j myosin, light polypeptide 1, alkali; skeletal, fast (MYL1) 


NM_002475.1 


2 


0.01% 


4 


0.02% 


248 'melanoma inhibitory 


NM_006533,1 
X07979.1 


2 


0.01% 

6.01% 


4 
4 


0.02% 
"0.02% 


249 integrin beta 1 subunit 


250 TGF-bstallR alpha 


D50683 




0.01% 


4 


0.02% 


251 :CGM 10 protein 


AF151868.1 


1! 0.01% 


4 


0.02% 


252 


HS1 protein (=YWHAQ) 


X57347 




0.01% 


4 


0.02% 


253 


cytochrome c oxidase subunit Vila polypeptide 2 like (COX7A2L) 


NM.004718.1 




0.01% 


4 


0.02% 


254 


zinc finger transCRiption factor GKLF 


AF105036.1 




0.01% 


4 


0.02% 


255 


KIAA0438 


AB007898.1 




0.01% 


4 


0.02% 


256 


T245 protein (T245) =TM4SF6=TM4-D 


AF043906 




0.01% 


4 


0.02% 


257 


SMT3 (suppressor of mlf two 3, yeast) homolog 2 (SMT3H2) NM .006937.1 




0.01% 


4 


0.02% 
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25i 


3 AD-017 protein 


AF157318.1 


1 


0.01% 


4 


0.02% 


25! 


3KIAA0164 


D79986 


1 


0.0191 


4 


0.02% 


26! 


3 laminin 82 chain 


M55210 


1 


o.on 


> 4 


0.02% 


26 


1 TRAM protein 


CAA45218.1 


1 


0.01% 


> 4 


0.02% 


26i 


I dual specificity phosphatase 1 (DUSP1) 


NMJXM417.2 


1 


o.on 


J" 4 


0.02% 


26: 


J over-expressed breast tumor protein 


L34839 


1 


o.on 


i 4 


0.02% 


26< 


>caihepslnl.(CTSL) 


NM_001912.1 


1 


o.on 


. 4 


0.02% 


26J 


i chondroitin sulfate proteoglycan 2 (versican) (CSPG2) 


NM.004385.1 


1 


o.on 


4 


nno*£ 


266 


> ubiquftin-coniugaling enzyme E2 variant 1 (UBE2V1 ) 


NMJXJ3349.1 


1 


0.01% 


4 


0.02% 


267 


integrin alpha 10 subunll ffTGA10) 


AF112345.1 


1 


0.01% 


4 


0.02% 


268|signal sequence receptor, gamma (fransiocon-associated protein parnma) 


NM_007107.1 


1 


0.01% 


4 


0.02% 


269|frarile X mental retardation 1 (FMR1) 


NMJ)02024.1 


1 


0.01% 


4 


0.02% 


270 X-finked anhidroitlc ectodermal dysplasia protein gene (EDA), axon 2 and f 


AF003528.1 


1 


0.01% 


4 


0.02% 


271 1 secreted frizzJeckelated protein 1 (SFRP1) 


NMJJ03012.2 


1 


0.01% 


4 


0.02% 


Z72 


proteasome (prosome macropam) beta type, 4 (PSMB4) 


NM.002796.1 


1 


0.01% 


4 


0.02% 


^/jftriromDospomSn 3 fTHBSo) (RefSeq aa 3e-59) 


NP_009043.1 


1 


0.01%: 4 


0.02% 


274 lamlnin, gamma 1 (formerly LAMB2) (LAMC1), 


NM_002293.2 


1 


0.01% 


4 


0.02% 


275 nbosomal protein S21 fRPS21) 


L04483 


21 


0.16% 


3 


0.02% 


276 ribosomal protein L1 9 


X63527 


16 


0.12% 


3 


0.02% 


277 Tubulin alpha isoform 1 

278 H3 histone, family 3A (H3F3A) 


AF081484 


16 


0.12% 


3 


0.02% 


279 ( rfbophortn II (RPN2) 


NM.002107.1 
Y00282 


8 
7 


0.06% 
0.05% 


3 
3 


0.02% 
0.02% 


280 


neural precursor cefl expressed, devetopmentalry down-regulated 5 (NEDD 


NMJXM404.1 


6 


0.04% 


3 


0.02% 


281 


heat shock 90kD protein 1 beta (HSPCB) 


NMJJ07355.1 


6 


0.04% 


3 


0.02% 


282 


eukaryotic translation elongation factor 1 aamma (EEF1G) 


NMJ01404.1 


6 


0.04% 


3 


0.02% 


283 


dynein light chain 1 (hdlcl), cytoplasmic 


U32944 


5 


0.04% 


3 


0.02% 


284 


GABA(A) receptor-associated protein (GABARAP) 


NMJ07278.1 


5 


ojHB 


3 


0.02% 


285 


cyclophifin B (hCyPB) 


M60857 


5 


0.04% 


3 


0.02% 


286 


cytochrome c oxidase, liver specific (EC 1.9.3.1.) 


X15822 


4 


0.03% 


3 


0.02% 


287 


mitochondrial ubiquinone-binding protein 


MZO/UU 


4 


0.03% 


3 


0.02% 


288 


low molecular mass ubiquinone-binding protein 


D50369 


4 


0.03% 


3 


0.02% 


289 


protein tyrosine phosphatase (hR-PTPu) 


X58288 


4; 


0.03% 


3 


0.02% 


290 


Hunungtin interacting protein 


AF049103 


4 


0.03% 


3 


0.02% 


291 


interCRine-alpha(hlRH) 


U 19495 


4 


0.03% 


3 


0.02% 


292 


cathepsm B (CTSB) 


L22569 


3 


0.02% 


3 


0.02% 


293 


thyroid receptor interactor (TRIP7) 


L40357 


3 


0.02% 




0.02% 


294 


pre-mRNA splicing factor (SFRS3) 


AF107405.1 


3 


0.02% 


—I 


0.02% 


295 


alpha E-catenin (CTNNA1) gene 


AF102803.1 


3 


0.02% 


3 | 


0.02% 


296 


profilin II 


L10678.1 


3 


0.02% 


3 


0.02% 


297 


16.7Kd protein 


AF078845.1 


3j_ 


0.02% 


3 


0.02% 


298 


tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation proteir 


NM_006826.1 


3 


0.02% 


3 


0.02% 


299 
300 


wostatic binding protein (PBP) 
nidogen-2 


NMJJ02567.1 


3 


0.02% 


3 1 


0.02% 


301 


valosiiwxntaining proteinfVCP) 


W223500 
NNL007126.2 


3 1 
3 


0.02% 
0.02% 


31 
31 


0.02% 
0.02% 


302 


ussue inhibitor of metaJioproteinase 3 (Sorsby fundus dystrophy, pseudoinflNM 000362 1 


2 1 


0.01% 


3 


0.02% 


303 


cytochrome c oxidase subunll Vile (COX7C) \ 


mmsM 




0.01% 


3 


0.02% 


304 


jbfquitin-fike 1 (sentrin) (UBL1) (=SUMO-1) j 


^003352.1 




0.01% 


3 


0.02% 


jus cytosolic selenium-dependent glutathione peroxidase (=L09159 RHOA croi I 


VI83094 


h 


0.01% 


3] 


0.02% 


3Ub I 


3CL2teaenovirus E1 B 19kD-interactinq protein 3 (BNIP3) { 


J15174 


2 


0,01% 


3 


009% 


307 I 


WDH dehydrogenase subunit 2 (ND2) " j 


\F014897.2 


2 


0.01% 




308 | 


»ly(A)-blnding protein, cytoplasmic 1 (PABPC1) } 


M.002568.1 


2 


0.01% 




0.02% 


309 1 


5 APS synthetase-2 (PAPSS2) i 


VF074331.1 


2 


0.01% 


-f 


0.02% 
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310 


TATA box binding protein (TBP)-associated factor, RNA polymerase II, F, £ 


NMJJ05642.1 


2 


0.01% 


3 


0.02% 


311 


MAGUK protein p55T (=AB002323 KIAA0325) 


AF162130.1 


2 


0.01% 3 


0.02% 


312 


adaptor-related protein complex 3, sigma 1 subunlt (CLAPS3) 


NIVL001284.1 


2 


0.01% 


3 


0.02% 


313 


KIAA0372 


AB002370.1 


2 


0.01% 


3 


0.02% 


314 


uWquinoI-cytochrome c reductase hinge protein (UQCRH) 


NMJHJ5Q04.1 


2 


0.01% 


3 


0.02% 


315 


non-histone chromosome protein 2 {S. cerevtelaeHlfce 1 (NHP2L1)=D5042i 


NMJW5008.1 


2 


0.01% 


3 


0.02% 


316 


heterogeneous nuclear ribonucleoprotein M (HNRPM) 


5174610 


2; 0.01% 


3 


0.02% 


317 


Gotgi apparatus protein 1 (GLG1) 


NM.012201.1 


2 


0.01% 


3 


0.02% 


318 


rnoesin(MSN) 


NIVL002444.1 


2 


0.01% 


3 


0.02% 


319 


nucleolar phosphoprotBin p130 (P130) 


NMJW4741.1 




0.01% 


3 


0.02% 


320 


neuroendocrine-speeffle protein C like (foocen) (NSP-CL) refculon 4 (RTN 


NM.007008.1 




0.01% 


3 


0.02% 


321 


mitochondrial proteolipid 68MP homolog (PLPM) 


NM.004894.1 




0.01% 


3 


0.02% 


322 


hepatitis B virus X Interacting protein (XIP) 


AF029890 




0.01% 


3 


0.02% 


323 


activated RNA polymerase (PC4) 


NNL006713.1 




0.01% 


3 


0.02% 


324 


FRG1 


L76159 




0.01% 


3 


0.02% 


325 


CD164 antigen, siaJomucin (CD164) 


NMJJ06016.1 




0.01% 


3 0.02% 


326 


ganglioside expression factor 2 (GEF-2) 


NM_007285.1 




0.01% 


3 


0.02% 


327 


S164 (=AC004858 U1 small ribonucleoprotein 1SNRP homologue) 


AF109907 




0.01% 


3 


009% 


328 


sema domain Immunoglobulin domain (lg)(semaphorin) 3E (SEMA3E)(= Kl 


NMJM2431.1 




0.01% 




ft no<u. 


329 


prion protein (p27-30) (Creutzfeld-Jakob disease, Gerstmann-Strausler-Sct 


NMJJ00311.1 




0.01% 


o 


U.U£70 


330!interieukin 1 receptor, type I (IL1R1) = M27492.1 


NM_000877.1 




0.01% 


0 


ft ITO9L 


331 izinc finger protein 9 (a cellular retroviral nucleic acid binding protein) ( 


gi4827070 




0.01% 


3 


nn?% 


332 KIAA0242 


D87684 


1! 0.01% 


3 


0.02% 


333 PPP1R5 


AF110824.1 




0.01% 


3 


0.02% 


334 transforming, acidic coil ed-coil containing protein 1 (TACC1=AF049910 


NM_006283.1 




0.01% 


3 


0.02% 


335 ciathrin, nght polypeptide (Lea) (CLTA) 






0.01% 


3 


0.02% 


336<KIAA0069gene 


D31885.1 




0.01% 


I 3 


0.02% 


337;uncharacterized bone marrow protein BM034 (=AK000571 FU20564 lis) (i 


AF217511.1 




0.01% 


3 


0.02% 


338 


Membrane cof actor protein 


X59408.1 




0.01% 


3 


0.02% 


339 


K1AA0349 gene 


AB002347.1 




0.01% 


3 


0.02% 


340 


TGF-beta inducible early protein (TIEG) 


U21847 




0.01% 


3 


0.02% 


341 


CD59 anfigen p18-20 (antigen identified by monoclonal antibodies 16.3A5, 


NMJ)00611.1 




0.01% 


3 


0.02% 


342 


signal pepfidase complex (18kD) (SPC18) 


NM.014300.1 




0.01% 


3 


0.02% 


343 


archain 1 (ARCN1) 


gi4502194 




0.01% 


3 


0.02% 


344 


selenoprotein W (hSelW) 


AF015283.1 




0.01% 


3 


0.02% 


345 


nuclear factor l/B (NFIB) 


NM_005596.1 




0.01% 


3 


0.02% 


346 


K1AA0174 


079996 




0.01% 


3 


0.02% 


347 


heterogeneous nuclear ribonucleoprotein H1 (H) (HNRPH1) 


NM_OQ5520.fl 




0.01% 


3 


0.02% 


348 


calcium modulating cydophBfn Ggand CAMLG (CAMLG) 


AF068179.1 




0.01% 


3 


0.02% 


349 


KIAA0527 


AB01 1099.1 




0.01% 


3 


0.02% 


350 


retrovirus-related hypothetical protein II (=X52235 ORFII) 


S23650 1 


0.01% 


3 


0.02% 


351 


polymerase (RNA) II polypeptide G (POLR2G) 


NM_002696.1 * 1 


0.01% 


3 


0.02% 


352 


peprJdytprolyl isomerase A (cyclophflin A) (PPIA), mRNA /ods=(44,541) /gb 


Hs.342389 




0.01% 


3 


0.02% 


353 


SlOO cafcium-binding protein, beta (neural) (S100B) 


NM_008272.1 




0.01% 


3 


0.02% 


354 


phosphatide acid phosphatase 2b (PPAP2B) 


AB000889 




0.01% 


3 


"6.02% 


355 


K1AA1354 


AB037775 




0.01% 


3 


0.02% 


356 


glycyt-tRNA synthetase; glycine tRNAIigase (RefSeq aa 1e45) 


NPJJ02038.1 


1' 0.01% 


3 


0.02% 


" 357 


coagulation factor XIII, A1 polypeptide (F13A1) 


NMJXXJ129.1 




0.01% 


3 


0.02% 


358 
"359 


CGI-31 protein (LOC51075), 


NMJH5959.1 




0.01% 


3 


0.02% 


cartractfn (20kD calcium-binding protein) (CALT) 


NM_004344.1 




0.01% 


3 


0.02% 


360 


PC3 ceil fine (TL27) 


X75684.1 




0.01% 


3 


0.02% 


361 


glyceraidehyde 3-phosphate dehydrogenase (GADPH) 


J02642 


41 


0.31% 


2 


0.01% 
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362 


MMWVIIIUJ LSI V^HI | VV 1 1 \J WVj 


NMJW1009.1 


2S 


0.22% 


2\ 0.01% 


362 




U12465 


27 


0.20% 


2: 0.01% 


364 


ribosomal wotein S3 /RPQ.'tt 


NM.001005.1 


21 


0.16% 


2 


0.01% 


365 


rarHlano Unit nmtain /f*RTl 1 \ 


U43328.1 


2C 


0.15% 


2 


0.01% 


366 


rikrtsnmn! nrntoln 04 fi 
llUUOUIHBi |/IUUBIII OIQ 


W60854 


14 


0.10% 


2; 0,01% 


367 


laiiiuiiii icwpiui i id/ wj, ntKjaornai protein oAj ^LAMKlXvJKrj 


NKL002295.1 


12 


0.09% 


2 0.01% 


368 


HUvgMIICU pi WWII I— cOd 


U43701 


11 


0.08% 


2 


• 0.01% 


369 


liWMiMi piuioiii o i9 ivj ^-insulinoma ng-anajoy encouing UNA-oin 


■Lwimew mm™™ 




0.01% 


370 


otuii^auuil IdUlUI 1 Usui & ^Cur \D£.) 


NMJJ01 959.1 


10 


0.07% 


2 


0.01% 


371 


r^ntlanpnasA fvno IV 
uuucyci loco i/po IV 


J03210 


10 


0.07% 


2 


0.01% 


372 


imnm pufymoitise u eKjngauun laccoHiKe protein 


Z47087 


8 


0.06% 


2! 0.01% 


W# O 


^allimoin /foil A //«alnmanin\ 

oiiijmein (uaiuj (Caiurnerun^ 


AF013759 


8 


0.06% 


2 


0.01% 




calreticulin(CALR) 


M84739 


7 


0.05% 


2 


0.01% 


0/ u 


1-8U gene from hterferon-inducible gene family 


X57352.1 


6 


0.04% 


2j 0.01% 


Of 0 


BiP protein 


X87949 


! 5 


0.04% 


2 0.01% 


OS 1 


ATP synthase, H transporting, mitochondrial F1 complex, gamma polypep 


NNL005174.1 


5 


0.04% 


2 


| 0.01% 


0/0 


ATP synthase, H transporting, mitochondrial F1 complex, alpha subunft is 


NM_004046.1 


5 


0.04% 


2 


I 0.01% 


o/y 


thrombospondin2(THBS2) 


L12350 


5 


0.04% 


2 1 0.01% 


oou 


thrombospondin1(THBS1) 


NMJ03246.1 


5 


0.04% 


0 
c 


U.U I 70 


00 I 


cytosoBc thyroid hormone-binding protein (=M23725 M2-type pyruvate kirta 


M26252 


5 


0.04% 


0 

c 


U.U1% 


OOZ 


tatty acid binding protein (adipocyte OpJd-bmding protein) 


NMJJ01442.1 


4 


0.03% 


2 


0.01% 


000 


78 kD glucose-regulated protein (GRP78) gene (=BiP protein) 


M1 9645.1 


4 


0.03% 


2 


0.01% 


oo4 


fibrillin (FBN1) 


X63556 


4 


0.03% 


2 


0.01% 


000 


nuclease sensitive element binding protein 1 (NSEP1) = L28809.1 dboB-Ok 




4 


0.03% 


2 


0.01% 


386 


HSPC016, mRNA/cds=(38.232)/flb=NM 015933 /gi=7705430/ua=Hs.171Hs.171774 


4 


0.03% 


2 


0.01% 


387 


cellular growth-regulatinp protein 


L10844 


4 


0.03% 


2 


0.01% 


388 


anti-oxidant protein 2 (non-selenium ojutattiione peroxidase, ackfic calcium NM 004905 1 


4 


0.03% 


2 


0.01% 


389 


small EDRK-rich factor 2 (SERF2) 


NMJ30577O.1 


4 


0.03% 


2 


0.01% 


390 


chondroadherin (CHAD) 


U96769 


4 


0.03% 


2 


0.01% 


391 


general transcription factor 2-1 (GTF2I) 


AF038968 


4 


0.03% 


2 


0.01% 


392 


CD9 antigen (p24/CD9) 


L08125 


3 


0.02% 


2 


0.01% 


393 


MrefbWin 5 (PFDN5) (=D89667 c-myc bMng protein) 


NP.00261&1 


3 


0.02% 


2 


0.01% 


394 


tomoregulin 


AB004064.1 


3 


0.02% 


2 


0.01% 


395 


phenylalkylamine blndoig protein gene 


AF196969.1 


3 


0.02% 


2 


0.01% 


396 


ERF-1 X79087 1 


3 


0.02% 


2 


0.01% 


397 


coilagen type VI alpha 1(COL6A1) .X15880 


3 


0.02% 


2 


0.01% 


398:KIAA1077 


AB029000.1 


3 


0.02% 


2 


0.01% 


399 SWI/SW related, matrix associated (SMARCA1) 


gi4507066 


3 


0.02% 


2 


0.01% 


400 ornithine aminotransferase 


M29927 


3 


0.02% 


2 


0.01% 


401 4 retteuIocaIbin 2, EF-hand calcium binding domain (RCN2) =X78669 (ORR 


NMJM290Z1 


3 


0.02% 


2 


0.01% 


402. K1AA0143 gene 


D63477.1 


3 


0.02% 


2 


0.01% 


403 


mynstoylated alanlne-rich C-ldnase substrate (=010522 80K-L protein) 


M68956 


3 


0.02% 


2 


0.01% 


404 


iaminin, alpha 4 (LAMM) 


NM.002290.1 


3 


0.02% 


2 


0.01% 


405 


vascular endothelial growth factor (VEGF) 


AF024710.1 


3 


0.02% 


2 


0.01% 


406 


RNA-binding protein regulatory subunit 


AF021819 


3 


0.02% 


2 


0.01% 


40/ 


ATP SYNTHASE A CHAIN (PROTEIN 6)(0RF) 


P00846 


3 


0.02% 


2 


0.01% 


408 


S100 calcturn-binding protein A13 (S100A13) 


NMJJ05979.1 


3 


0.02% 


2 


0.01% 


409 


glucocorticoid receptor AF-1 specific elongation factor 


AF174496.1 


3 


0.02%[ 


2 


0.01% 


410 


complement factor H (=M1 751 7) 


Y00716 


2 


0.01% : 


2 


0.01% 


411 


SPARC-like 1 (mast9, hevin) (SPARai) 


NM_004684.t 


2 


0.01% 


2 


0.01% 


412 


vacuolar sorting protein VPS29/PEP11 (LOC51699) 


NM.016226.1 ! 


2 


0.01% 


2] 


0.01% 


413 


JDP-giucose dehydrogenase (UGDH) 


AF061016 | 


2 


0.01% 


„ 2| 


0.01% 
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414 SET translocation (myeloid leukemia-associated) (SET) =M93651 




f 2 0.01% 


2 


0.01% 


415 


HSPC035 protein (LOC51669), NPD003 




K 


0.01% 


2 


0.01% 


416 


karyopherln alpha 4 (=importin alpha 3) (KPNA4) 


NM_002268.1 ! 2 


0.01% 


2 


0.01% 


417 


CYTOCHROME C OXIDASE POLYPEPTIDE II 


spP00403 


2 


0.01% 


2 


0.01% 


418 apoptosts related protein APR-1 


AF143235.2 


2 


0.01% 


2 


0.01% 


419:HSPC194 " 


AF151028.1 


2 


0.01% 


2 


0.01% 


42QJKDEL (lys-Asp-Glu-Leu) endoplasmic reticulum protein retention receptor 


NM.006854.2 


2 


0.01% 


2 


0.01% 


421 ;poly(rC)-oinding protein 1 (PCBP1) 


NM.006196.1 


2 


0.01% 


2 


0.01% 


422 Immunoglobulin lambda gene 


D87003.1 


2 


0.01% 


2 


0.01% 


423.NADH dehydrogenase (ubiquinone) 1 beta subcompiex, 8 (19kD, ASHI) (N 


NMJ505004.1 


2 


0.01% 


2 


0.01% 


424 cydophllin-related protein (NKTR) gene (=PAC RPCI4-613B23) 


AF184110.1 


2 


0.01% 


2 


0.01% 


425 ; chaperonin containing T-complex subunit 6 (CCT6) = L27706.1 


NMJJ01762.1 


2 


0.01% 


2 


0.01% 


426 )ow density Apoprotein receptor 


L00352 


2 


0.01% 


2 


0.01% 


427 chaperonin containing TCP1 subunit 4 (delta) (CCT4) 


NNL006430.1 


2 


0.01% 


2 


0.01% 

" 6.01% 


428 , transtocase of outer mitochondrial membrane 20 (yeast) homotog (KIAAOO 


NM_014765.1 


2 


0.01% 


2 


429 serine/threonine kinase KPM 


AF207547.1 


2 


0.01% 


2 


0.01% 


430 alcohol dehydrogenase.dass III (ADH5) chi subunit 


M30471 


2 


0.01% 


2 


0.01% 


431 phosphattdic acid phosphatase 2a 


AB00O888 


2 


0.01% 


2 


0.01% 


432 KIAA0670 protetnTacinusL (no-exact match 42% aa.) 


NPJ55792.1 


2 


0.01% 


2 


0.01% 


433 aspartyl-tRNA synthetase (DARS) 


NMJJ01349.1 


2 


0.01% 


2 


0.01% 


434:cysbtinB 


U46692 


2 


0.01% 


2 


0.01% 


435 


'cytoplasmic beta-adin 


M10277 


2 


0.01% 


2 


0.01% 


436 


YEAF1 (YY1 and E4TF1 associated factor 1) 


AB029551.1 


2 


0.01% 


2 


0.01% 


437 


Zn-15 transCRiption factor (Zfp-15) (=AB011102 Human KIAA0530) iAF017806 


2 


0.01% 


2 


0.01% 


438 


proteasome (prosome, macropain) subunit. beta type, 7 (PSMB7) 'NMJJ02799.1 


2 


0.01% 


2 


0.01% 


439 


geisolin, plasma (GSN) 


X04412 


2 


0.01% 


2 


0.01% 


440 


C90RF3 


AF043897.1 


2 


0.01% 


2 


0.01% 


441 


spOcing factor 3b, subunit 2, 145kD (SF3B2) 


NM_006842.1 


2 


0.01% 


2 


0.01% 


442 


splicing factor, arginine/serine-rich 4 (SFRS4) 


NMJW5626.1 


2 


0.01% 


2 


0.01% 


443 


CGI-120 protein (LOC51644) 


NIVL016057.1 


2 


0.01%f 2 


0.01% 


444 


tumor antigen (L6) 


M90657.1 


2 


0.01%| 2 


0.01% 


445 


heat shock factor binding protein 1 (HSBP1) jNM 001537 1 




0.01%i 2 


0.01% 


446 


1 5 kDa selenoprotein (SEP1 5) ; AF051 894 




0.01% 


2 


0.01% 


447 


epidermal growth factor receptor kinase substrate (Eps8) ! U12535 


1 


0.01% 


2 


0.01% 


448 


Down syndrome candidate region 1 (DSCR1) 


NM.004414.2 


1 


0.01% 


2 


0.01% 


449 


matrifin-2 precursor 


U69263 




0.01% 


2 


0.01% 


450 


CYTOCHROME C OXIDASE POLYPEPTIDE i 


P00395 




0.01%l 2 


0.01% 


451 


KIAA0663 


AB014563 




0.01%i 2 


0.01% 


452 


palmitoyl-protein thioesterase (PPT) 


AF022211 




0.01% 


2 


0.01% 


453 


KIAA0102 


D14658 




0.01% 


2 


0.01% 


454 


NADH dehydrogenase (ubiquinone) 1 alpha subcompiex. 5 (13kD. B13) fN 


NMJJ05000.1 




0.01% 


2 


0.01% 


455 


GW128 


AF107408 




0.01% 


2 


0.01% 


456 


SLC1 1 A3 iron transporter 


AF21 5636.1 




0.01% 


2 


0.01% 


457 


esterase D 


AF112219 




0.01% 


2 


0.01% 


458 


DRP-2dihydropyrirnidinase related protein 2 


AB020777.1 




0.01%; 


2 


0.01% 


459 


KIAA0530 


AB011102 




0.01%: 2 


0.01% 


460 


ribosomal protein L33^ike protein 


AF047440 




0.01% | 2 


0.01% 


461 


synaptophysin-fike protein (SYPL) 


gi5803184 




0.01%; 2 


0.01% 


462 


conserved gene amplified in osteosarcoma (OS4) 


NMJ05730.1 




0,01% 


2 


0.01% 


463 


DNA-binding protein A gene ^ 


L29073.1 




0.01% 


2 


0.01% 


464|YME1 (S.cerevisiae)-Gke 1(YME1L1), =AJ132637.1 ATP-dependent metaJ 


NMJM263.1 




0.01% 


2 


0.01% 


465 iumpina translocafion breakpoint (STB) =AB016488 hJTB (ORF) 


NMJJ06694.1 




0.01% 


2 


0.01% 
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466 


MHC class 1 region 


AF055066 




0.01% 


2 


0.01% 


467 


ptastln 3 (T isoform) (PLS3) 


NM.005032.2 




0.01% 


2 


0.01% 


468 


fforoblast growth factor 2 (baslc)(FGF2) 


NM.002006.1 




i/.v 1 n 


2 


0.01% 


469 


NADH oehydrogenase(ubiquinone) 1, alpha/beta subcomplex, 1 (8kD f SD/ 


NMJX>5003.1 




0.01% 


2 


0.01% 


470 


steroid sensitive gene-1 protein (SSG-1) 


AF223677.1 




0.01% 


2 


0.01% 


471 


NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 4 


P03905 




0.01% 


2 


0.01% 


472 


PROS-27 


X59417 




V.W 1 70 


2 


0.01% 


473 


prolyicarboxypeptidase (angiotensinase C) (PRCP) 


NM.005040.1 






2 


0.01% 


474 


GLI-Kruppel femfly member GLI3 (Grelg cephaiopolysyndactyiy syndrome) 


gW504014 




U.UI fO 


2 


0.01% 


475 


zinc finger protein 84 (HPF2) (ZNF84) 


NM_003428.1 




0.01% 


2 


0.01% 


476 


oxysterol-binding protein 


AB017026 




0.01% 


2 


0.01% 


477 


translation initiation factor (=D21853 hypothetical protein (K1AA0111)) 


X79538 




0.01% 


2 


0.01% 


478 


prostate cancer tumor suppressor (N33) ■ NM JJQ6765. 1 




0.01% 


2 


0.01% 


479 


cytoskeletal tropomyosin TM30(nm) 


X04588.1 




U.UI 70 


2 


0.01% 


4flf> 

now 


capping protein (actin filament) muscle Z-line, alpha 2 (CAPZA2) 


NMJ0OG136.1 




U.U I To 


2 


0.01% 

" 0:01% 


40 1 


chaperonin containing TCPl.subunit 8 (theia) (CCT8KORF) 


NMJ06585.1 




0.01% 


2 


HOL 


integrin, alpha E (antigen CD103, human mucosal lymphocyte antigen 1; eJ 


NM.002208.3 1 


U.lM 79 


2; 0.01% 


4fM 
nOO 


chondrosarcoma-associated protein 2 (CSA2) 


AF182645.1 1 


w.vl 70 

* 0.01% 


2 

2 


0.01% 

b.oi% 


ADA 


housekeeping (Q1Z7F5) gene 


M81 806.1 




4ft CI 
n03 


K1AA0671 


AB014571.1 




U.vlTo 


2 


0.01% 


HDD 


KIAA1376 protein 


AB037797.1 




u.UlTb 


2 


0.01% 


40/ 


serine palmitoyl transferase 


AF111168.2 




0.01% 


2 


0.01% 


400 


NADH-uWquinone oxidoreductase B17 


AFQ67167.1 




U.UI 70 

'"0.01% 


2 
2 


0.01% 
0.01% 


nOj 


basic transcription factor 3 (RefSeq aa 4e-39) 


NP.001 196.1 


4yu 


CGI-74 protein 


AF151832.1 




0.01% 


2 


0.01% 


n»l 


coxsackievirus and adenovirus receptor (CXADR) 


AF200465.1 




0.01% 


2 


0.01% 


4yz 


insulin receptor 


L07782 




0.01% 


2 


0.01% 


4SW 


leptin receptor (ORF) 


U66496 




0.01% 

aoi% 


2 

"2 


0.01% 
0.01% 


494 


protein-kinase, interferon-inducible double stranded RNA dependent inhibit 


NP_006251.1 






high-glucose-regulated protein 8 (HGRG8) 


AF192968.1 




0.01% 


2 


0.01% 


nw 


prefbkfin1(PFDN1) 


NMJD02622.1 
AB0S2T0.1" 




0.01% 
0.01% 


2 

. „ 


0.01% 

6.01% 




KIAA0993 


4i» 


Nijmegen breakage syndrome 1 (nibrin) (NBS1) 


NNL002485.2 




0.01% 


2 


0.01% 


Add 


topoisomerase lib mRNA,(= TOP2 mRNA for DNA topoisomerasell ) 


U54831.1 




0.01% 
6.01% 


2 
2 


0.01% 

"oM 


ouu 


CUG triplet repeatRNArbinding protein 2 (CUGBP2), (=apoptosis-re!ated F NMJJ06561 .1 


501 


galactosidase, alpha (GLA) NM_000169.1 




0.01%, 2 


0.01% 




methionine adenosyltransferase alpha subunit 


L43509 




0.01% 
'6.01% 


2 


0.01% 




cysteine protease 


D55696.1 ! 1 


2; 0.01% 


504 


six transmembrane epithelial antigen of prostate (STEAP1) 


AF186249.1 1 


0.01% 


2. 0.01% 


505 


GTT1 


AF270647 




0.01% 


2 


0.01% 


506 
507 


HSPC033 protein (HSPC033) 
retinal pigment epitheDum 


NM.014041.1 
L07393.1 




0.01% 
' " 0.01% 


2 
2 


0.01% 

b.01% 


508 


pyrrollne-5-carboxylate reductase 1 (PYCR1) 


nmjjoow.i 




0.01% 


2 


0.01% 


509 


S-adenosylmethionine decarboxylase 1 (AMD1) 


NMJN1634.3 




0.01% 


2 


0.01% 


510 


sorting nexin 1 (SNX1) 


NM_003099.1 




0.01% 


2 


0.01% 


511 


TRAMnike protein (KIAA0057), mRNA 


NMJJ12288.1 




0.01% 


2 


0.01% 


512 


bromodomain-containing 2 (BRD2)= K1AA9001 


NMJ5O5104.1 




0.01% 


2 


0.01% 


513 
514 


laminin, beta 2 (laminin S)(LAMB2) mRNA 


NMJJ02292.1 




0.01% 


2 


0.01% 


glutamate dehydrogenase 1 (GLUD1) 


NM.005271.1 




0.01% 


2 


0.01% 


515 


leptin receptor gene-related protein (HSOBRGRP) 


NMJ17526.1 




0.01% 


2 


0.01% 


516 
517 


Ser/Arg-related nuclear matrix protein (plenty of prolines 101-like) (SRM164 


NMJJ05839.1 




0.01% 


2 


0.01% 


serum-inducible kinase (SNK) 


AF223574.1 




0.01% 


2 


0.01% 
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51 f 


nin'penn OR rf5^f!MRW:2 hrmtwIarit/aH nmurfh foM/sr /Dorc 4\\ 

ijuieouu wo \wovino^— uuiio-aBnvoQ yruwul TaCIOi (oror"l)) 


kill AAnAAn a 

NMJ)02826.1 


1 


0.01% 


2 


0.01% 


51 £ 


ui an i~optM,«uii* P I |slUU»in Kindac 0 (a 1 iw) 


AF083420.1 


1 


0.01% 


2 


0.01% 


520 




iri aaj ai a 

AF139184.1 


1 


0.01% 


2 


0.01% 




ntgrHnoofiiry group (nonnisions cnromosomai) protein 14 (HMG14) 


NMJJ04965.1 


1 


0.01% 


2 


0.01% 


Oil 


nDosomai protein, large, ri jKrLrij 


NMJJ01 003.1 


40 


0.30% 




0.01% 




noosomai protein yeast nomoiogue 


D14530 


38 


0.28% 




0.01% 


\3fn 


nuosornej proieui 010 


X69150.1 


33 


0.25% ! 1 


0.01% 




noosomai protein lio inrLiB) 


NM_000979.1 


28 


0.21% 




0.01% 


•JlSj 


nDusofnai protein Lisa 


L05093.1 


27 


0.20% 




0.01% 




niy l^KUzoUo; 


M32053 


25 


0.19% 




0.01% 


coo 

Oto 


nloUdUMAL PRUT cIN b2 (54) (LLREP3 PROTEIN) 


spP15880 


24 


0.18% 




0.01% 


0« 


ribosomal protein S10 


NM_001014.1 


22 


0.16% 




0.01% 




whftonrwal nmlain 1 OO /DDI OG\ 

riDosjmai proiein i_zy (KrLzy) 


NM_000992.1 


21 


0.16% 




0.01% 


AO* 

001 


elongation factor 2 


X51466 


16 


0.12% 




0.01% 


coo 
532 


aggrecan (chondroitin sulfate proteoglycan 1, large aggregating proteoqlyo 


U13613 


14 


0.10% 




0.01% 


533 


dofichyJ-phosphate beta-gluoosyltransferase (ALG5) 


AF102850.1 


13 


0.10% 




0.01% 


534 


caJcydin (=M14300 growth factor-inducible 2A9 gene; U04815 protein kina 


J02763 


10 


0.07% 




0.01% 


535 


mesoderm specific transcript (mouse) homolog (MEST) 


NM.002402.1 


10 


0.07% 




0.01% 


536 


androgen receptor associated protein 24 (ARA24) (=AF0541 83 GTP bfndin 


AF052578 


6 


0.06% 




0.01% 


537 


transmembrane protein (p63) 


X69910 


6 


0.06% 




0.01% 


538 


ATP synthase, H transporting, mitochondrial FIFO, subunit g (ATP5JG) 


NMJ06476.1 


7 


0.05% 




0.01% 


539 


ADP-ribosyiation factor 1 


M84326.1 


7 


0.05% 




0.01% 


540 


melanoma-associated antigen MG50 


AF200348.1 


7 


0.05%, 1 


0.01% 


541 


phosphoglycerate mutase (PGAM-B) 


J04173 


_6, 


0.04%. 1 


0.01% 


542 


transCRiption factor BTF 3 


X74070 


6 


0.04%: i 


0.01% 


543 


DEK oncogene (DNA binding) (DEK) 


gW503248 


5 


0.04%. 1 


0.01% 


544 


titin (TTN) gene 


CAA49245.1 


5 


0.04%= 1 


0.01% 


545 


ISLR fimmunogtobulin superfamBy containing teucine-rich repeat) gene, 


AB024537 


5 


0.04% 




0.01% 


546 


Finxel-Biskis-ReiHy murine sarcoma virus (FBR-MuSV) 


NMJM1997.1 


5 


0.04% 




0.01% 


547 


shoxgene 


U82668 


5 


0.04% 




0.01% 


548:high mobility group-1 protein (HMG-1) 


X12597 


4 


0.03% 




0.01% 


549 collagen type V alpha 2 (COL5A2) 


M11718 


4 


0.03% 




0.01% 


550icycfin 


M74091 


4 


0.03% 




0.01% 


551 isphlngofipki activator protein 1 


J03015 


4 


0.03% 


1; 0.01% 


552 


non-metastatic cells 2, protein (NM23B) expressed ii (NME2) 


NM_002512.1 


4 


0.03% 


1 0.01% 


553 


famin(FLNB) 


AF1 91 633.1 


4 


0.03% 


1 0.01% 


554 


H3 histone, family 3B (H3.3B) (H3F3B) [ 




4 


0.03% 


1: 0.01% 


555 


6-phosphotructD-2-Wnase/fa (PF2K) (=AB00790 


AF041832 


4 


0.03% 




0.01% 


556 


ornithine decarboxylase antizyme 


D87914 


4 


0.03% 




0.01% 


557 


myeloid leukemia factor 2 (MLF2) 1 


NM.C05439.1 


4 


0.03% 




0.01% 


558 


PRO2605 


AF116709.1 


4 


0.03% 




0.01% 


559 


Cu/Zn superoxide dismutase (SOD) 


X02317 


3 


0.02% 




0.01% 


560 


YAP65 


X80507.1 


3 


0.02% 




0.01% 


561 


prolyl 4-hydroxylase gene 


U14608.1 


3 


0.02% 




0.01% 


562 


protein phosphatase 2A catalytic subunit-beta 


M60464 


3 


0.02% 




0.01% 


563 


ubiquitin gene 


U49869 


3 


0.02% 




0.01% 


564 


Arp2/3 protein complex subunit p16 (ARC16) *AF006Q88 (ORF) 


NMJJ05717.1 


3i 0.02% 




0.01% 


565 


eukaryotte translation initiation factor 3, subunit 3 (gamma, 40kD) 


g!4503514 


3 


0.02% 




0.01% 


566 


zinc finger protein SLUG (SLUG) gene 


AF084243.1 


3 


0.02% 




0.01% 


567 


KIAA0038gene 


D26068.1 


3 


0.02% 




0.01% 


568 


U50HG genes for U50 1 snoRNA and U50 snoRNA. comDlete sequence AB017710 


3 


0.02% 




0.01% 


569 


RAD21 (S. pombe) homolog (RAD21) (=X98294) 


gi5453993 


3| 


0.02% 




0.01% 
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571 



transfor mer-2 alpha (htra-2 alph a) 

kajyopherin (im p ortin) beta 1 QCPMBll (=L3 8951 importingteinb^ 



572iendothelial differenti a tion-related factor 1 (ED F1) 



573 



574 



KIAA0107 



575 



576 



G8 protein (G8) 



IU53209.1 



S M504904 



NM..003792.1 



N016947.1 



KIAA6325gen e 



AB002323.1 



xeroderma pigmentosum group E UV-damaged DNA binding factor = NMJ U32986T 



577jrepKcation factor C (activator 1) 1 (145kD) (RF C1) mRNA 



578 



579 



580 



_ 607, enhancer ofpotycomb (Epd) 



_58[ 
582 



583 



signal sequ e nce receptor, beta (bnslocorha s sodated protein beta) (SSR2;X74104 
KIAA0251 ■ 



585 



586 



587 



588 



591 



592 



hexokinase 1 (HK1) (*A F 016365;X66957) 



PNA-dependent protein kinase catalytic s ubunit (DNA-PKcs) 



nudeosome assemb l y protein Mike 1 (NAP1L1) 



D14663 



NM . 002913,1" 
M75126 



U47077.3 



MHCdassl(HLA-A) 



XM, 047969.1 
U59701 



eRE-fikecapWing protein ( 4EHP) (=translation IniBation facto r 4e ) 



RNA bindin g motif protein 5 f RBM5) 



isolate Uv chaperone prote in HSP90 beta (HSP90BETA) 



AF091263.1 



ec hlnoderro mlCRotubule-assodate d protein homoiog HuEMAP 
eridozepine (putati v e ligand of benzodiazepine receptor) 



D87438 



NMJW4846.1 



AF275719.1 



U97018 



M15887.1 



RAN, member RAS oncogen e family (RAN), mRNA /cos=(1 1 4,76 4) /gb=NR|Hs.ld84F~ 
^^^Protein Arp3 (ARP3)(adjrHelated protein 3 yeasi)homolo<i( A (^AF006Q83.r 



593;CGH49"proteh 



translation initiation factor 2 , subunit 2 (beta, 38kP)(EIF2 S2) 



594 



595 



KIAA0436 



597 



598 



growth anest speci fic transCRipt 5 gene 



600 



601 



602 



603 



604 



605 



606 



basic transCRiption factor 2 p44 (btf2p44) gene, partial c ds, neuronal aoon 
CD36 antigen ~~ 



AF151907.1 



ARP2/3 protein complex subunit 3 4 (ARC34) 
high mobility group 2 protein (HMG-2) 



U11686.1 



NM_003908.1 



U8Q017.1 



L06850.1 



AB007896 



'AF141346.1 



NMJJ05731.1 



pyruvate dehydrogenase (fipoamide) alpha 1 (PDHA 1) 



sarooglyc an, beta (43kDdystrophirha^ o ciated gtycoprotetn) (SG CB) 



tubulin-specrfic chaperone a (TBCA) (=AF038952 oofac tor A proteg 



K1AA0810 



fatty acid binding protein 5 (psoriasis-associated) (FABP5) 



AB018353.1 



ubl quinokytochrome c reductase core protein II (UQCRC2)(ORF ) = J0497 



NMJXJ1444.1 



jhosphoglycerate mutase 1 (brain) (PGAM1). mRNA /cds^ljgS) frb=NI HsTIlOil 



609 
610 



ubkjuind<ytochrome c red u ctase (6.4kD) subunit (U QCR) 



611 



prpteasorn e^assodatedpadlhomotop u e(PQHI) 26S 



612 



cathepslnF(CATSF) 



613 



me mbrane component chromosome 1 1, surface marker 1 (M11S1 ) = 248QNM_005898.1 



614 



— — — \ • ., — "■»' i jifinw i / — fctw invt_yuiWjgo. i 

Sjgnaj transd ucer and activator of transcription 1, 91kD (STA T1)(=transcrip NM 0073151 

cvdin D2/=KIAKnnn7nono\ r . 



615 



_616 
617 



618 



619 



620 
621 



KIAA0136 



M83665 



NM.000284.1 



NMJX30232.1 



gi4759211_ 



NM_003366.1 



AF079765 



D50926.1 



NM.006830.1 



IU86782 



AF071749 



cy cfinD2(=KIAK0002gene) ^ 

deoxyurfdlne triphosphatase(DUT) mRNA. com plete cds 



cystelnyHRNA synthetase 



smooth mu s cle myosin alkali light chain 



L06845.1 



DiGeorge syndrome cri ti cal region gene 6 (DGCR6) 



cold indudble RNA-bindng prote in (CIRBP^ 



HSPC037 protein (I0 C51659[ 



nuclear distribution gene C (A.njdulans) homoiog (NUDC) 



NMJXW59.1 



U62891.1 



U02629.1 



NMJ305675.1 



NMJJ01280.1 



NM_016095.1 



NM_006600.1 



0.02% 



0.02% 



0.02%, 



0.02%i 



0.02% 



0.02% 



_O02% 
0.02% 



_O02%_ 
0.02%. 



0.02% 



0.02% 



0.02% 



0.02% 



0.02% 



0.02% 



0.02% 



0.01% 



0.01%l 



0.01% 



0.01% 



2 0.01% 



2 



0.01 % 



0.01% 



0.01% 



0.01%; 



0.01% 



0.01%" 



_0.0_1% 
0.01% 



0.01% 



0.01% 
0.01% 



0.01% 



0.01% 



0.01% 



2- 0.01% 



0.01% 



0.01% 



0.01% 



0.01% 



0.01% 



0.01% 



0.01% 



0.01% 



0.01% 



JO.01% 
0.01% 



0.01% 



21 0.01% 



21 0.01% 



0.01% 
0.01% 



0.01% 



0.01% 
0.01% 



0.01% 



0.01% 
0.01% 



0.01% 
0.01% 



0.01% 
J.01% 
0.01% 



0.01% 



0.01% 



0.01% 



0.01% 
0.01% 



0.01% 
0.01% 
0.01% 



0.01% 
0.01% 



0.01% 
0.01% 
0.01% 



0.01% 

" b.oi% 



JQ.01% 

6Ai% 



0.01% 

_o.qi% 

0.01% 



_0.01% 
0.01% 



_Op1% 
0.01% 



0.01% 
0.01% 



0.01% 



0.01% 
0.01% 
0.01 % 
0.01% 



0.01% 



0.01 % 
0.01% 



0.01% 



0.01% 

_api% 

0.01% 



0.01% 
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CIO 


thiosulfate surfurtransferase (rhodanese) (TST) 


X59434 


2 


0.01% 


1 


0.01% 


CIO 


TL27 (from r c 3 cell line] 


X75684 


2 


0.01% 


1 


0.01% 


624 


WW domain binding protem-1 (ORF) 


U79457.17 


2 


0.01% 


1 


0.01% 


625 


acyf-Coenzyme A dehydrogenase, very long chain (ACADVL), nuclear gen 


NM_000018.1 


2 


0.01% 


1 


0.01% 


626 


transducin (beta) like 2 (TBL2) 


NM_01 2453.1 


2 


0.01% 


1 


0.01% 


627 


small nuclear ribonudeoproteln polypeptide F (SNRPF) 


NM_003095.1 


2 


0.01% 


1 


0.01% 


628 


coatomer protein complex, subunit alpha (COPA), mRNA 


NM.004371.2 


2 


0.01% 


1 


0.01% 


629 


sorcln (SRI) 


L1 2387.1 


2 


0.01% 


1 


0.01% 


630 


capping protein (actin filament), gelsotin-fike (CAPG) 


M94345 


2 


0.01% 


1 


0.01% 


631 


Inositol 1 AMriphosphate receptor, type 3 (ITPR3) 


U01062 


2 


0.01% 


1 


0.01% 


632 


interleukln 11 receptor, alpha (IL11RA) 


NMJ504612.1 


2| 0.01% 


1 


0.01% 


633 


EGR1 gene for early growth response protein 1 (=zinc finger proteln)(= trar 


AJ243425.1 


2 


0.01% 


1 


0.01% 


634 


coatomer protein (COPA) 


U24105 


2 


0.01% 


1 


0.01% 


635 


mimecan (OGN) (OIF) 


AF202167.1 




0.01% 


1 


0.01% 


636 


MAFB/Kreisler basic region/teudne zipper transCRiption factor (MAFB) 


AF134157.1 




0.01% 


1 


0.01% 


637 


Ku autoimmune antigen gene 


J04977.1 




0.01% 


1 


0.01% 


638 


myosin light chain 3 non-musde (MLC3nm) 


M31212 




0.01% 


1 


0.01% 


639 


ARP2/3 protein complex subunit p21 (ARC21=AF006086 (ORF) 


NM.005719.1 




0.01% 


1 


0.01% 


640 


NS1-binding protein (NS1-BP) (=AB020657 KIAA0850) 


AJ012449 




0.01% 


1 


0.01% 


641 


Inositol polyphosphate 1 -phosphatase gene (INPP1) (low match) 


AF141324.1 




0.01% 


1 


0.01% 


642 


uridine diphosphoglucose pyrophosphorylase 


U27460 




0.01% 


1 


0.01% 


643 


UDP«g!ucose pyrophosphorylase 2 (ORF) 


NM.006759.1 




0.01% 


1 


0.01% 


644 


KIAA0332 


AB002330 




0.01% 


1 


0.01% 


645 


ras-related GTP-binding protein 


AF106681.1 




0.01% 


1 


0.01% 


646 


non-histone chromosomal protein (HMG-1) 


L08048.1 




0.01% 


1 


0.01% 


647 


lysosomal-associated membrane glycoproteln-1 (LAMP1) (s)04182) 


L08582 




0.01% 


1 


0.01% 


648 


oomfchon protein 


AF070654.1 




0.01% 


1 


0.01% 


649 


K1AA0766 


AB018309.1 




0.01%: 1 


0.01% 


650 


ld-2H 


D13891 




0.01% 


1 


0.01% 


651 


transCRiption factor (CBFB) 


L20298 




0.01% 


1 


0.01% 


652 


KIAA1025 


AB028948.1 




0.01% 


1 


0.01% 


653 


LGMD2B 


AJ007973 




0.01% 


1 


0.01% 


654 


KIAA0103 


D14659 




0.01% 


1 


0.01% 


655 


basic helix-toop-helix domain containing, dass B, 2 (BHLHB2), mRNA /cds { Hs.171 825 




0.01% 




0.01% 


656 


eukaryotte translation initiation factor 3, subunit 10 (Iheta, 150/170kD) 


g»4503508 




0.01% 




0.01% 


657 


protein kinase C inhibtor-l 


U27143 




0.01% 


1 


0.01% 


658 


heterogeneous nuclear ribonudeoprotein R (ORF) 


AF000364 




0.01%; 1 


0.01% 


659 


growth arrest and DNA^amage-indudble, alpha (GADD45A) 


NM^001924.1 




0.01% 


1 


0.01% 


680 


KIAA0077 gene 


D38521.1 




0.01%: 1 


0.01% 


661 


CYTOCHROME C OXIDASE POLYPEPTIDE 111 


P00414 




0.01%: 1 


0.01% 


662 


famesyl-proteln transferase alpha-subunit 


L00634 




0.01% 


1 


0.01% 


663 


Polyadenylate binding protein 


U75686.1 




0.01% 


1 


0.01% 


664 


SpOdng factor proline/glutamine rich (potypyrimfdine trad-bmding protein-a NM_005066.1 




0.01% 1 


0.01% 


665 


myosin dass I, myh-1c 


AJ001382 




0.01%l 1 


0.01% 


666 


activin A receptor, type I (ACVR1) =222534 ALK-2 


: NM_001 105.1 




0.01% 


1 


0.01% 


667 


KIAA1058 protein 


IAB028981.1 




0.01% 


1 


0.01% 


668 


tetraspan TM4SF(TSPAN-6) 


=AF053453 




0.01% 


1 — i" 


0.01% 


669 


Rosenthal fiber protein (alpha-B-CRystallin) 


IM24906 




0.01% 


1 


0.01% 


670 


ring finger protein 4 (RNF4) 


!gi4506560 




0.01% 


1 


0.01% 


671 


nudear factor (eryftrokWerived 2Hike 2 (NFE2L2) (=S74017 Nrt2=NF-E2-;si5453775 




0.01% 


1 


0.01% 


672 


myosin-binding protein C, cardiac (MYBPC3) 


!NMJW0256.1 




0.01% 


1 


0.01% 


673 


IQ motif containing GTPase activating protein 1 (IQGAP1) 


NMJW3870.1 




0.01% 


1 


0.01% 
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674 


ATP synthase, H transporting, mitochondrial F0 complex, subunlt f, Isofom 


NM-004889.1 




0.01% 




0.01% 


675 


cytochrome c oxidase subunit Vb (ooxVb) 


M19961 




0.01% 




0.01% 


676 


hect domain and RLD 2(HERC2) (=KIAA0393) 


NM.004667.2 


1 


0.01% 




0.01% 


677 


integrin cytoplasmic domain associated protein (lcap-1a) 


AF012023 1 


0.01% 




0.01% 


678 


KIAA0235 


D87076 1 


0.01% 




0.01% 


679 


KIM0252 


D&7440 


1 A 


0.01% 




0.01% 


680 


KIAA0693 






0.01% 




0.01% 


681 


nickel-specific Induction protein (Cap43) 


Mr UU410&.1 




0.01% 




0.01% 


682 


PRO1608 


AF119850.1 




0.01% 




0.01% 


683 


phosphoribosyl pyrophosphate synthetase subunit I 


D0O86O.1 




0.01% 




0.01% 


684 


phospholipid sCRamWase 1 PLSCR1) 


AF098642 




r 0.01% 




0.01% 


685 


cytochrome oxidase subunit 1 (COI) and subunit II (COil) pseudogenes 


AF035429.1 




0.01% 




0.01% 


686 


wbsCRI (WBSCR1) 


AF045555.1 




0.01% 




0.01% 


687 


proteasome (prosome, macropain) subunit, alpha type, 3 (PSMA3) 


NNL002788.1 




0.01% 




0.01% 


688 


CLP(CLPP) 


L54057.1 




0.01%: 1 


0.01% 


689 


platelet-activating factor acetylhydrolase, isofbrm 1b, alpha subunit (PAFAJ- 


4557740 




0.01%. 1 


0.01% 


"690 


P311 protein (P311), mRNA/cds=(202,408) /gb=NM_004772/gj=4758865 


Hs.142827 




0.01% 




0.01% 


691 


smalt EDRK-rich factor 1 f long isoform (SERF1) (=btf2p44) 


AF073519.1 


\> 0.01% 




0.01% 


692 


KIAA0592(ORF) 


AB011164 


1. 0.01% 




0.01% 


693 


rysophosphoflpase (LPL1) 


AF081281 




0.01% 


1, 0.01% 


694 


KARP-1 -binding protein 3 (=KIAA0470) 


AB022659.1 




0.01% 


1 0.01% 


695 


inducible 6-phosphcfructo-2-ldnase/fructos8 2,6-bisphosphatase (IPFK-2) = 


AF056320 




0,01% 




0.01% 


696 


reficulocaiwn 1, EF-hand caicfum binding domain (RCN1) 


NM.002901.1 




0.01% 




0.01% 


697 


NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 5 (16kD, SGDH) (I 


NM_002492.1 




0.01%. 




0.01% 


698 


mayor histocompatibility complex, ciass II, DR beta 1 (HUV-DRB1) 


NMJ02124.1 




o.on 1 


1! 0.01% 


699 


nerve growth factor (HBNF-1)(= OSF-1)(= pteiotroptn ) : M57399.1 




0,01% 




0.01% 


700 


ras-related C3 botulinum toxin substrate (rac) 


M29870 




0,01% 




0.01% 


701 


HSPC328 


AF161446.1 




0.01% 




0.01% 


702 


Glutathione transferase omega (6ST01) 


AF212303.1 




0.01% 


T 


0.01% 


703 


NRAS-related gene (D1S155E) (=DKFZp586J0620) 


NM.007158.1 




0.01% 




0.01% 


704 


RAB13, member RAS oncogene family (RAB13) mRNA 


NM.002870.1 




0.01% 




0.01% 


705|NADH dehydrogenase (ubiquinone) 1, subcomplex unknown, 1 (6kD, KFYl 


NMJ02494.1 




0.01% 




0.01% 


706 


NADH dehydrogenase (ubiquinone) Fe-S protein 6 (13kD) (NADifcoenzyri 


NMJ04553.1 




0.01% 




0.01% 


707 


Na,K-ATPase beta subunit (ATP1 B) 


M25160 




0.01% 


1. 0.01% 


708 


retinoblastoma-binding protein 7 (RBBP7) 


NMJ)02893.1 




0.01% 




0.01% 


709 


zincfinger protein 133 (clone pHZ-13) (ZNF133) 


NM_003434.1 




0.01% 


■ 


0.01% 


710 retinoic acid suppression protein A (RSG-A) 


AF038964.1 




0.01% 




0.01% 


711 


latent transforming growth factor beta binding protein 2 (LTBP2) 


NMJ)00428.1 




0.01% 


- 1 


0.01% 


712 


fer-1 (C. elegansHike 3 (FER1L3) (=AF182317 myofedin (MYOF)) 


NM 013451.1 




0.01% 




0.01% 


713 


telomere repeat binding factor (TRF1) 


U40705.1 




0.01% 




,0.01% 


714!prefoidin2(PFDN2) 


NM_01 2394.1 




0.01% 




6.01% 


715 


ELK1 (ELK1) 


AF080816 


1 0.01% 




0.01% 


716 


HSPC162 protein (HSPC162) 


NM.014183.1 




0.01% 


. - ' 


0.01% 


717 


HSPC218 


AF151052.1 




0.01% 




0.01% 


718 


HSPC337 


AF161455.1 




0.01% 




0.01% 


719 


iduronate sulphate sulphatase (IDS) gene 


135485.1 




0.01% 




0.01% 


720 


K1AA0081 


042039 




0.01% 




0.01% 


721 


KIAA0099 protein, partial cds 


043951.1 




0.01% 




0.01% 


722 1 K1AA01 52 (cytotoxic T-celi membrane glycoprotein Ly-3 isoiog) 






0.01% 




0.01% 


723>KIAA018d 


080010 




0.01% 




0.01% 


724 


KIAA0419 gene product (KIAA0419) 


NM.014711.1 




0.01% 




0.01% 


725 


KIAA0458 - ■ ■ - 


AB007927.1 




0.01% 


11 0.01% 
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72 
72 
721 
721 
73( 
731 
735 
73: 

734 

Tot 

73: 

736 


3 KIAA0464 " " 

f WAAUbye protein 
3 KIAA0851 gene 
JWAA1162 

) channel-like integral membrane protein (AQP-1, 
cftrin($LC25A13) 
>L3 pigment (L3) 

\ ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 (UQCF 

I matrix metalloDrotease(ADAMTSI) mRNA. comDtete cds 

> myocyte-specific enhancer factor 2A (MEF2A) 
refinoblastoma-bindlna orotein 4 (RBBP4i sx74?fi? RhAniR 


AB007953.1 

AB014596 

AJ297367.1 

U41518.1 
AF118838.1 

ArioyU04.0 

t 5174742 
AF207664.1 
U49020 
NWLTOoolO.1 


I 


I 0.01*3- 
1 0.01* 

i, o.on 

; 0.01 ^ 

: 0.01^ 

; 0.01^ 

0.01*H 
0.01^ 
0.01% 
0.01% 
0.01% 


I 
1 

> 1 

) 1 

1 
1 

1 

I 1 
1 
1 
1 


1 0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 


737 
738 


T-t>ox transCRiption factor (Tbx15) 

Y-finked zinc finger protein (ZFY) gene (=DKFZp434F2311) 


AF041822 
AF1 14156.1 




0.01% 
0.01% 


1 

1 


0.01% 
0.01% 


739 
740 
741 


poiyadenylate binding protein(TlA-1) 
tetraspanin TM4-A 
calponin 3, acidic (CNN3) 


M77142 
AF133423.1 




0.01% 
0.01% 


^ 1 
t— 1 


0.01% 
0.01% 


742 
743 
744 


nonmuscfe myosin heaw chain (NMHH 
glucocorticoid receptor (GRL) gene 
CDC-like kinase (CLK) 


NMJK)1839.1 

M31013 

U80947.1 




0.01% 
0.01% 
0.01% 


1 
1 
1 


0.01% 
0.01% 
0.01% 


745 
746 


tyrosvlprotef n surfotransferase-1 rrpsn ^ 
GTPase-activarjng protein ras p21 (RASA) 


NM.004071.1 

AF038009 

M23379 




0.01% 

6.61% 

0.01% 


1 
1 
1 


0.01% 
0.01% 
0.01% 


747 
748 


CC chemoWne gene cluster 


AF088219.1 




0.01% 


1 


0.01% 


749 
750 


ARP2 (acfin-related protein 2, yeast) homolog (ACTR2) 
cdk inhibitor p21 binding protein (TOK-1),(ORF)= AB040450.1 
KIAA0160 


NM_005722.1 
NMJJ16567.1 
063881 




0.01% 
0.01% 


4 

I 

1 
1 


0.01% 
0.01% 
0.01% 


751 
752 
753 
754 


PRO0989 

transposon-Dke element 
WSB1 isoform2(WSB1) 

UDP-N-arety1-aIpha^aJactosamine:r^rypeptkie j 


AF116614 

M23161 

AF240696.1 




0.01% 
0.01% 
0.01% 


1 
1 
1 


0.01% 
0.01% 
0.01% 


755 
756 
757 


Rab5 6DP/GTP exchange factor homologue (RABEX5) 

eukaryotic translation initiation factor 3, subunit 7 (zeta, 66/67kD) 

Id3 Qene for HLH tvne rransrrinfinn fertnr 1 


NM.004481.1 
NM_014504.1 
NM_003753.1 




0.01% 
0.01% 
0.01% 


1 
1 
1 


0.01% 
0.01% 
0.01% 


758 
759 
760 


- -- * n 1 — " *" |Aro*f^o. i 

nuclear autoantigenic sperm protein (hfstone-bindinq) (NASP) |NM 002482 1 
APEX nuclease (multifunctional DMA repair enzyme) (RefSeq aa 4e-74) |np 001632 1 
Dhosphortbosyl pyrophosphate synthetase-associated orotein 1 fPRPSAPilNM mnen 1 


: 


0.01% 
0.01% 
0.01% 
0.01% 


1 

1 
1 
1 


0.01% 
0.01% 
0.01% 
0.01% 


761 
762 
763 
764 
765 
766 
767 
768 

769 I 

770 I 

771 I 
7721 

773 J 

774 \ 

775 t- 

776 H 
777|H 


ow density lipoproteirwelated protein 1 (alpha-2^acroglobufln receptor) (IJ 
joMAJ-bintfinp. protein, nuclear 1 (PABPN1) j 
rmcrofibiillar-assodated protein 1 (MFAP1) 
arrnnB receptor (LBR) | 
guanine nucleotide binding protein 10 (GiMGIO) 
listone H2A.F/Z variant (H2AV} '" [ 
adipose differentiation-related protein (ADFP) 
3L004 protein (RefSeq aa 2e-34) ! 
^CMC29P j 
HSPC229 j 
<IAA0117 ■ ] 
<IAA0324 ' ] 
(IAA0447 j 
(IAA0470 ~ t 
(IAA0488 } 
CIAA0770 7 
tfAA0772gene j; 


NM.00233Z1 

3*4758875 

NM.005926.1 

NMJJ0229S.1 

NMJXM125.1 

*F081192 

<M_048266.2 

^064579.1 

\F066295.1 

V151063.1 

)38491 

\B002322.2 

\B007916 

£007939 

K007957.1 

£018313.1 

iM_014835.1 I 


1 i 


0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 


1 
1 
1 

i\ 

1 

1 

1 

1 

1 

1 

1 

1 

1 

1 

1 

1 

1l 


0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
0.01% 
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778 


K1AA1190 






0.01% 




0.01% 


779 


K1AA1404 






0.01% 




0.01% 


780 


KIAA1507(=FLJ20654) 






0.01% 




0.01% 


781 


MCT-1 protein (MCT-1) 






0.01% 




0.01% 


782 


microspherule protein 1 (MCRS1) 




0.01% 




0.01% 


783 


neurobfastoma-amplified protein 


'AF056195 




0.01% 




0.01% 


784 NICE-5 protein =AF1 16721) PRO3094 


AJ243666 




0.01% 




0.01% 
0.01% 


785 


non-ocogenic Rho GTPase-specific GTP exchange factor (proto-LBC) 


AF127481.1 




0.01% 




786 


PTPRF interacting protBin, bindingprotein 1 (liprm beta 1) (RefSeq aa 2e~3l 


NP.003613.1 




6.01% 




0.01% 


787 


testis specific protein 


AF146738.1 




0.01% 




0.01% 


788 


WRN (WRN) 


AF181897.1 




0.01% 




0.01% 


789 


sodium calcium exchanger 1 (NCX1) 


U83657 




0.01% 




0.01% 


790 


paraoxonase 2 (PON2) 


NIVL000305.1 


1 0.01% 




0.01% 


791 


TPI1 gene for trlosephosphate Isomerase 


X69723.1 


1 0.01% 




0.01% 


792 


adenylosuccinate lyase(ADSL) 


NM.000026.1 


1| 0.01% 




0.01% 


793 


purine nucleoside phosphorylase 


X00737 


V 0.01% 




0.01% 


794 


enoyi-CoA hydratase/3-hydroxyacy^CoA dehydrogenese aipha-subunlt of t 


D16480 




0.01% 




0.01% 
0.01% 


795 


dolich yl-phosphate mannosyl transferase polypeptide 1 , catalytic subunit (D 


NM.003859.1 




0.01% 




796 


leucine zipper, down-reguiated In cancer 1 (LDOC1) 


NMJH2317.1 




0.01% 




0.01% 


797 


ORNITHINE DECARBOXYLASE (ODC) 


spP00860 




0.01% 




0.01% 


798 


aipha-1 -antitrypsin 


K01396.1 




0.01% 




0.01% 


799 


F-box protein 7 (FBX7) 


NM_012179.1 




0.01% 




0.01% 


800 


peroxisomal biogenesis factor 12 (PEX12) 


NMJ)00286.1 




0.01% 




0.01% 


801 


biihoraxoid-iike protein (BLP)(= HSPC162 protein (HSPC162)) 


AF165516.1 




0.01% 




0.01% 


802 


glioma-amplified sequence-41 (GAS41) 


NM_00653O.1 




0.01% 




0.01% 


803 


B cell RAG associated protein (BRAG) (=AB011170 hypoftietical protein (K 


AF026477 




0.01% 




0.01% 


804 


jun O proto-oncogene (JUND) 


NM_005354.1 




0.01% 




0.01% 


805 
806 


mel transforming oncogene (derived from celi fine NK14}- RAB8 homolog ( 


NM_005370.2 


1j 0.01% 




0.01% 


nuclear factor of activated T-oells, cytoplasmic 4 (NFATC4) mRNA 


NM.004554.1 


1j 0.01% 




0.01% 


807 


transCRiption factor ETR101 


M62831 


1| 0.01% 




0.01% 


808 


M5-14 protein (LOC51 300) 


NM_016589.1 


1i 0.01% 




0.01% 


609 


splicing factor arginineteerine-rich 7 (SFRS7) gene 


L41887.1 


1 0.01% 




0.01% 


810 
811 


splicing factor similar to dnaJ (SPF31) 


NM.014280.1 


1| 0.01% 




0.01% 


splicing factor SRp30c gene 


U87279.1 


1| 0.01% 




0.01% 


812 


U5 snRNP-associated 102 kDa protBin 


AF2218421 


1! 0.01% 




0.01% 


813 


RNA polymerase 1 40kD subunit 


AF047441 


V 0.01% 




0.01% 


814 


E8NA-2 co-activatDr (100kO) (p1 00) 


NM.014390.1 


1! 0.01% 




0.01% 


815 


brain and reproductive organ-expressed (TNFRSF1 A modulator) (BRE) 


NMJJ04699.1 




0.01% 




0.01% 


816 


ALEX3 protein (ALEX3) 


NM.016607.1 




0.01% 




0.01% 


817 


' beta-subunH signal transducing proteins GS/GI (clone 24596) 


AF070597 




0.01% 




0.01% 


818 carbonyl reductase 1 (CBR1) 


NM.001757.1 




0.01% 




0.01% 


819 


thtoredoxin-like, 32kD (TXNL) 


NMJJ04786.1 




0.01% 




0.01% 


820 


damrin heavy chain (=D21260 human hypothetical protein (K1AA0034)) 


J03583 


1! 0.01% 




0.01% 


821 


sodium-dependent multivitamin transporter (SMVT) gene, partial cds 


AF116241.1 


i: 0.01% 




0.01% 


822 


synaptic glycoprotein SC2 spliced variant 


AF038958 




0.01% 




0.01% 
0.01% 


823 


microtubule-associated protein 1a (MAPI A) 


U38292.1 




0.01% 




824 


pteteteWerived growth factor A chain (PDGFA) (=X08374) 


M83575 




0.01% 




0.01% 


825 


v-jun avian sarcoma virus 17 oncogene homolog (JUN). (=c-jun proto onco 


NM_002228.2 




0.01% 




0.01% 


826 


Rab9 effector p40 


Z97074 




0.01% 




0.01% 


827 


Rho jjuanine nudeotide-exchange factor, splice variant NET1A 


AJ010045.1 




0.01% 




0.01% 


828 


p8 protein (candidate of metastasis 1) (P6) 






0.01% 




0.01% 


829 


uncharacterized bone marrow protein BM042 (BM042) (=DKFZp761 A1 1 24 






0.01% 




0.01% 
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830 


Jculfin 5 (CUL5) " 


NMJJQ3478.1 


1 


0.01% 


1 


0.01% 


831 


ADP-rtbosylation factor 6 (ARF6) 


NMJJ01 663.2 


1 


0.01% 


1 


0.01% 


832 


chloride channel nudeotide-sertsitive. 1 A (CLNS1 A) 


NM.001293.1 


1 


0.01% 


1 


0.01% 


833 


JTV-1 (JTV-1) 


U24169 


! i 


0.01% 


l! 0.01% 


834 


membrane protein-like protein 


U21556 


I 1 


0.01% 


1! 001% 


835 


integrin a!pha-1 1 subunit precursor (ITGA11) 


AF1096811 


1 


0.01% 


1 


0.01% 


836 


traf and TNF receptor associated protein (ttrap gene) 


AJ269473.1 


1 


0.01% 


1 


0.01% 


837 
838 


chromodomain heficase DNA binding protein 4 (CHD4) 
Gu protein = PC601O RNA heficase Gu 


NMJ01273.1 
U41387.1 


1 

: ! 1 


0.01% 
0.01% 


1 
1 


0.01% 
0.01% 


839 
840 


camptothecm resistant clone CEM/C2 DNAtopoisomerase 1 mRNA, partial 
<tfc14homologue 


U07808.1 
AF000367 


1 
1 


• 0.01% 
0.01% 


1 
1 


0.01% 
0.01% 


841 


G1 to S phase transition 1 (GSPT1) 


X1VL055673.1 


1 


0.01% 


1 


0.01% 


842 


CASP8 associated protein 2 (RefSeq aa 2e-87) 


NPJ36247.1 


1 


0.01% 




0.01% 


843 


programmed ceil death 6 (PDCD6) 


NMJ)132311 


1 
1 


v.U I7D 


1 


0.01% 


844 


polymerase (DNA^irected) kappa (POLK), mRNA/cds=(172,2784)/Gb=NNHs.135756 


1 


0.01% 


1 


0.01% 


845 


replication protein A2 (32kD)(RPA2) 


NM_002946.1 


1 


0.01% 


1 


0.01% 


846] 


tumor neCRosis factor receptor 


M58286 


1 


0.01% 


1 


0.01% 


847 


tumor suppressor protein (1 01 F6), putative 


AF040704 


1 


0.01% 


1 


0.01% 


848 


integral type I protein 


NM.007364.1 


1 


0.01% 


1 


0.01% 


849 


musculus DnaJ-iike protein 1 (DnailD 


NMJ07869.1 


1 


0.01% 


1 


0.01% 


850 


BRI3 


AF272043.1 


1 


0.01% 


1 


0.01% 


851 


novel protein (HSNOV1) 


XM.017365.2 


1 


0.01% 


1 


0.01% 


Obi basic leucine zipper nuclear factor 1 (JEM-1) (BLZF1) 


NMJJ03666.1 


1! 


0.01% 


1 


0.01% 




giycme cleavage system protein H (aminomethyl carrier) {RefSeq aa 2e-43 


NP.004474.1 


1 


0.01% 


1 


0.01% 


854 


mitochondrial isoleucine tRNA synlhetase, Length = 3387 


D28500.1 


1 


0.01% 


1- 


0.01% 


855 


LENG5 protein (LENG5), mRNA 




1 


0.01% 


11 


0.01% 
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Total ESTs from each library 


i 




1 1 14222 
















^ _ Gene Name 


Accession 8 


Mild OA j 


Severe OA 






afpha gene sequence (=HSP90) 


AF203815.1 


580! 4.58% 


408 


?87% 


2)fibronectin (FN) 


X02761.1 


198 


1.57% 


379 




3,collagen type 111 aloha 1 (COL3A1) 


X06700I 


95 


075% 


337 


Col 78 


4 


ioeta-2 microglobulin gene (B2M) 


gb|AF072097.1 


200 


1.58% 


196 


1 3ft% 
1.00 70 


j 


mitochondrial genome (consensus sequence) 


X62996 


291 


2.30% 


194 


1.00 10 


6 


lumican (LUM) 


NM.002345.1 


116 


0.92% 


182 


1 OWL 

1.4070 


' 7 


collagen type I alpha 2 (COL1A2) 


NM.000089.1 


32 


0.25% 


176 


1 9APL 


8 


thymosin beta-4 (TMSB4X) 


M17733 


95 


0.75% 


156 


1 m% 

I. IO70 


9 


decorin (DCN) 


NMJXJ1920.1 


234 


1.85% 


154 


l.U07b 


10 


osteoblast specific factor 2 (OSF-2os) 


D13666.1 


1 


0.01% 


123 


U.OO70 


11 


vimentinflene (VIM) 


Z19554 


46 


0.36% 


102 


A 7»W 


12 


mitochordrion, complete genome (=AF38201Z1 haplotype MM mftocri 


NC_001 807.2 


114 


0.90% 


92 


o cca/ 
U.bo% 


13 


elongation factor 1 alpha 1 (EEF1A1) 


NMJ501402.1 


36 


0.28% 


89 


ft 

U.OJ% 


14 


matrix Gla protein (MGP) 


X53331 


97 


0.77% 


I 80 


A CM/ 

U.0O70 


15 


ribosomal protein S27 KmetaUopansfimulIn 1 MPS1) 


NM 0010301 


36; 0.28% 


70 


0,49% 


16 


serine protease=HTRA serine protease (PRSS11)=AF1 57623.1 


Y07921 


32 


0.25% 


57 


0.40% 


17 


ribosomal protein L7 


X52967 


63 


0.50% 


54 


U.OO% 


18 


proteoglycan 4 f=meqakaryocyte stimulating factor) 


AAB09089 1 


287 


2.27% 


51 


0.36% 


19 


scrapie responsive protein 1 (SCRG1) 


NM Q07281 1 


56 


0.44% 


50 


0.35% 


20 


transforming growth factor beta-induced, 68kD (TGFBi) 


NM 0003581 


3 


0.02% 


47 


0.33% 


21 


calmodulin 1 (phosphorylase kinase, delta) (CALM1) 




31 


0.25% 


46 


0.32% 


^iNADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4 (9kD, MLR 


NM 002489 1 


14 


0.11% 


46 


0.32% 


23 cytochrome c oxidase subunlt Vic (COX6C) 




22 


0.17% 


44 


0.31% 


24 Ribosomal protein S20 (RPS20) 


NM 0O10931 


23 


0.18% 


42 


0.30% 


& 


osteonectin gene (SPARC) secreted protein, addfccyslane-rich 


M95746 1 


15 


0.12% 


42 


0.30% 


26 


tumor protein transiafonairfcontrolled 1 (TPT1) 


NM 003295 1 


26 


0.21% 


37 


0.26% 


27 


hexabrachion (tenascin C, cytotactin) (HXB) 


NM 0051 fiO 1 


7: 0.06% 


37 


0.26% 


28 


ribosomal protein L34 (RPL34) | 


NM 0OOQQ51 


22. 


0.17% 


36 


0.25% 


29 


thioredoxin (TXN) 


J 04026 


22 


0.17% 


36 


0.25% 


30 


asporin (ASPN) (LRR class 1) 


NM 017880 1 


24 


0.19% 


35» 


0.25% 


31 


annexin A2 (ANXA2)(lipocortin II) 


NM 0O403Q 1 


7 


0.06% 


34 


0.24% 


32 


transmembrane protein BRI 


AF246221 1 


37 


0.29% 


33 


0.23% 


33 


ferritin heavy chain 


L20941.1 


7 


0.06% 


33 


0.23% 


34 


ribosomal protein S25 (RPS25) 


NMJ501 028.1 


17 


0.13% 


32 




35 


connective tissue growth factor (CTGF) 


U14750 


44 


0.35% 


31 


0.22% 


36 


ribosomal protein L9 


U09953 


12 


0.09% 


30 


0.21% 


37 


smaD nuclear rbonucteoprotein polypeptide G (SNRPG) 


X85373 


7; 


0.06%' 


29 


0.20% 


38 


nbosomal protein S3a 


M77234 


18 


0.14% 


28 


om 


39 


translationafly controlled tumor protein (TCTP) 


X16064 


17 


0.13% 


28 


0.20% 


40 


RIBOSOMAL PROTEIN L17 


spP18621 


10 


0.08% 


27 


0.19% 


41 


ribosomal protein L21 


U14967.1 


14 


0.11% 


' 26' 


0.18% 


42 


ribosomal protein L31 


NMJ00993.1 


13 


0.10% 


25 


0.18% 


43 


mimecan (OGN) (OIF) 


AF202167.1 


19 


0.15% 


24 


0.17% 


44 


annexin I (lipocortin I) (ANX1) =X05908 (ORF) 


NMJJ00700.1 


11 


0.09% 


24 


0.17% 


45 


xjtative p150 


AAC51271.1 


20l 


0.16% 


22 


0.15% 


46 


deleted in split hand/split foot 1 (DSS1) 


U41515 


11' 


0.09% 


22 


0.15% 


47 


fnitochondrial ATPase coupling factor 6 subunlt (ATP5A) 


M37104 


6 


0.05% 


22 


0.15% 


48 


Mitogen type VI alpha 3 (COL6A3) 


MM.004369.1 \ 


5 


0.04% 


22 


0.15% 


49 


ibosomal protein $13 


MM.001017.1 


8 


0.06% 


21 


0.15% 
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50 


ribosomal RNA 18S 


X03205 


24 


U.18% 


20 


T 1 

0.14% 


51 


ribosoma! protein L41 


AF026844.1 


14 


n au. 
U.11% 


zc 


A 4 AO/ 
0.14% 


52 cytochrome c oxidase subunlt Vllb 


Z14244 


12 


A AAO/ 


AA 

20 


A A A Ot 

0.14% 


53 


ribosomal protein S1 1 (RPS11) 


NMJ)01015.1 


11 




IS 


A A 00/ 

0.13% 


04 


ribosomal protein L27 (RPL27) 


NMJ3O0988.1 


7 




19 


A 400/ 

0.13% 


55 


vitamin A responsive cytoskeleton related (JWA) 


NM.006407.2 


18 


A A AtJ 

0.14% 


18 


0.13% 


56 


nascent-fiorypeptide-associated complex alpha polypeptide (NACA) 


NM.005594.1 


13 


0.10% 


18 


0.13% 


57 
58 


HSPC036 protein (=AF077200.1 HSPC014) 


AF1 25097.1 


8 


0.06% 


18 


i 0.13% 


CGM 34 protein (LOC51023) 






0.03% 


18 


0.13% 


59 


ribosomal protein S6 


M20020 


13 


0.10% 


17 


0.12% 


60 


ribosomal protein S29 


L31610.1 


8 


0.06% 


17 


0.12% 


61 


androgen receptor associated protein 24 (ARA24) (=AF054183 GTP bi 


AF052578 


7 


0.06% 


17 


0.12% 


62 


eukaryotic translation initiation factor 4 gamma, 2 (EIF4G2) !NM 001418.1 


4 


0.03% 


17 


0.12% 


63 


Sec61 gamma AF054184 


3 


0.02% 


17 


0.12% 


64 


ribosomal protein L37 L1 1 567 


6 


0.05% 


16 


0.11% 


65 


integrin beta 1 subunlt X07979.1 


! 6 


0.05% 


16 


0.11% 


66 


myosin regulatory light chain IX54304 


4 


0.03% 


16 


0.11% 


67 


gap junction protein, alpha 1, 43kD (connexin 43) (GJA1) 


NM.000165.2 


1 


0.01% 


16 


0.11% 


68 
69 


ribosomal DNA complete repeating unft 


U13369.1 


28 


0.22%! 15 


0.11% 


tumor rejection antigen (gp96) 1 (TRA1) 


X15187 


19 


0.15% 15 


0.11% 


70 


lysosome-associated protein, transmembane - 4alpha {=014696.1 Hun 


U34259.1 


10 


0.08% 15 


0.11% 


71 


cytochrome c oxidase, liver specific (EC 1.9.3.1.) 


X15822 


10 


0.08%. 15 


0.11% 


72 
73 


prothymosin alpha 


M14630 


r 9 


0.07% 15 


0.11% 


F1-ATPase epsiion-subunit (ATP5E) 


AF052955.1 


7 


0.06% 


15 


0.11% 


74 


cartilage intermediate layer protein, CILP 


AB022430.1 . 17 


0.13% 


14 


0.10% 


75 


ribosomal protein L6 


X69391 


11 


0.09% 


14 ; 0.10% 


76 


SI 00 calcium-binding protein A4 (calcium protein, calvasculin, metasta 


gi4506764 


11 


0.09% 


14 0.10% 


77 


ribosoma! protein L38 


Z26876 


7 


0.06% 


14; 0.10% 


78 


ribosomal protein L35a 


NMJJ00996.1 


3 


0.02% 


14= 0.10% 


79 


H4 histone family, member G (H4FG) 


NMJ03542.2 


3 


0.02% 


14; 0.10% 


80 


KIAA0005 


D13630 


19 


0.15% 


13 0.09% 


81 


ribosomal protein L26 


X69392 


11 


0.09% 


13 


0.09% 


82 


ribosomal protein S24 


M31520 


10 


0.08% 




0.09% 


83 


ribosomal protein L44 (RPL44) 


NM.001001.1 


10i 0.08% 


13 


0.09% 


84 


collagen lysyl hydroxylase isoform 2 (PLOD2) 


U84573 


81 0.06% 


13 


0.09% 


85 


RIBOSOMAL PROTEIN L10 (QM PROTEIN) (TUMOR SUPRESSOR ( 


spP27635 


6 


0.05% 


13 


0.09% 


86 


ribosomal protein L30 


L05095.1 


6 


0.05% 


13 


0.09% 


87 


hH3.3B gene for histone H3.3 1 


248950.1 


Jl 


0.05% 


13 


0.09% 


88 


ribosomal protein L39 


D79205 


4 


0.03% 


13 


0.09% 


89 


calpactin 1 light chain 


M81457 


3 


0.02% 


13 


0.09% 


90 


ribosoma) protein L23a 


U43701 


13 


0.10% 


12. 0.08% 


91 


Ribosomal protein L36 (=RPL44) 


AF077043.1 


10 


0.08% 


12 


0.08% 


92 : cysteine dioxygenasa D85777 


10 


0.08% 


12 


0.08% 


93 ribosoma! protein L1 3 


AF112214 


6 


0.05% 


12 


0.08% 


94 endozepine (putative ligand of benzodiazepine receptor) 


M15887.1 


6 


0.05% 


12 


0.08% 


95 


Ribosomal protein L4 1 


NM.000968.1 




0.03% 


12 


0.08% 


96 


heparan sulfate proteoglycan (HSPG) (OCI5) 


J04621.1 


4 


0.03% 


12 


0.08% 


97 


pp21 homolog 


AF125535.1 


4 


0.03% 12 


0.08% 


98 


ribosoma] protein S8 (RPS8) 


NM.001012.1 


3 


0.02% 12 


0.08% 


99 


calmodulin 2 (phosphorylase kinase, delta) (CALM2) 


NMJJ01743.1 


25 


0.20% 


11 


0.08% 


100 


fibromoduIln(FMOD) 


NMJXJ2023.2 


19 


0.15% 


11 


0.08% 


101 


caveolin 1 (CAV1) 


AF125348.1 


11 


0.09% 


11 


0.08% 
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105 


> ribosomal protein L37a 


122154 


I 8 


0.06%, 11 


0.08% 


103 


ribosomal protein, large, P0 (RPLP0) 


NM_001002.1 


i 6 


0.05% 11 


0.08% 
0.08% 


104 


osteomodulin (OMD) 


AB000114 


6 


0.05% 11 


105 
106 


lactate dehydrogenase A (LDHA) 


NM 005566.1 


5 


0.04%'. 11 


0.08% 


dynein light chain 1 (hdlrf), cytoplasmic 


U32944 


4 


0.03%' 11 


0.08% 


107 


fibrillin (FBN1) 


X63556 


3 


0.02%, 11 


0.08% 


108 


caldesmon 


M64110 


3 


0.02% 


11 


0.08% 


109 


PRO2003 


AF1 16679.1 


2 


0.02% 


11 


0.08% 


110 


ribosomal protein S7 


M77233 


2 


O.02% 


11 


0.08% 


111 


ring-box KRBX1) 


NMJ14248.1 


2 


0.02% 


11 


0.08% 


112 


HSPC005 (=C11orf10) 


AF070661 


1 


0.01% 


11 


0.08% 


113 


H factor 1 (complement) (HF1) 


NMJ00186.1 


17 


0.13% 


10 


0.07% 


1 14!hlgh mobility group-1 protein (HMG-1) 


X12597 


12 


0.09% 


10 


0.07% 


1 1 5!spermidine/6permine N 1 -acetyltransferase 


Z14136 


10 


0.08% 


10 


0.07% 


116 


ribosomal protein L7a (surf 3) large subunit - M36072 


8 


0.06% 


10 


0.07% 


117 


rfoosomal protein 13 (RPL3) i nm 000967 1 


7 




10 


0.07% 


118 


transcription elongation factor B (Sill), polypeptide 1-like (TCEB1L) iNM 003197.2 


7 


W.vv/D 


10 


0.07% 


119 

120 


78 YD glucose-regulated protein (GRP78) gene (=BiP protein) 


M19645.1 


6 


V.W70 


10; 0.07% 


RNA polymerase II elongation factor-Bice protein 


Z47087 


5 


v.Wrr7» 


10 : 0.07% 


121 


prefoldin 5 (PFDN5) (=D89667 omyc binding protein) JNP 002615.1 


4 




10 0.07% 


122 


ribosomal protein L12 


L06505 


3 


nn9% 


10; 0.07% 


123 
124 
125 


S100 calcium-binding protein A10 (annexin II ligand, calpactin I. liqht w 


NMJJ02966.1 


3 


\J.\J£n 


10: 0.07% 


heat shock factor binding protein 1 (HSBP1) 


NNLC01537.1 


2 


U.U£79 


101 0.07% 


CD9 antigen (p24/C09) 


L08125 


1J 


o nft% 


9; 0.06% 


126 


eukaryotfc translate initiation factor 3 (EIF3S6) (=INT6) 


NM_001568.1 


[ 8 


! n (\Ffii 

U.U07D 


9 0.06% 


127 


COX17 (yeast) homotog, cytochrome c oxidase assembly protein (CO> 


NM.0O5694.1 


8 


U.UQ7Q 


9- 0.06% 


128 


osteocfastogenesis inhibitory factor 


AB008822 


8 




9 0.06% 


129 


dusterin (CLU) SP40.40 (=M63379 TRPM-2 protein) 


NMJX)18311 


7 


V.UO70 


9; 0.06% 


130 
131 


epitheOal membrane protein 1 (EMP1) 


NM.001423.1 


6 


U.UU7D 


9: 0.06% 


BiP protein 


X87949 


6 


n acc/ 

UAa/tD 


9 S 0.06% 


132 


ATP synthase, H transporting.mitochondrial F0 complex, subunit e (Re 


NPJJ09031.1 


4 


nn^% 


9. 0.06% 


133 


tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation pr 


NM.003404.1 


4 


nrrc% 


9- 0.06% 


134 


ribosomal protein L19 


X63527 


3 


0.02% 


9 0.06% 


135 


matrilin-3 (MATR3) 


Y13341 


3 


0.02% 


9 0.06% 


136 


Tubulin alpha isofbmi 1 


AF081484 


2 


0.02% 


9 0.06% 


137 


cytochrome c oxidase subunit Vila (COX7A) muscle isoform 


M83186 


2 


0.02% 


9; 0.06% 


138 


ribosomal protein L23 


NM.000978.1 


1 


0.01% 


9 0.06% 


139 


poly(A)-binding protein (PABP) 


U68105 


1 


0.01% 


9 0.06% 


140 

Hi 

142 


ribosomal protein S4, X4inked (RPS4X) 


NMJJ01 007.1 


12 


0.09% 


8 0.06% 


TSC-22 protein 


U35046 


12 


0.09% 


8! 0.06% 


HSPC312(ORF)=AF161428.1 (=HSPC310) 


AF 161430 


10 


0.08% 


8 


0.06% 


143 


collagen type XI alpha 1 (COL1 1 A1) 


NNL001 854.1 


7 


0.06% 


8 


0.06% 


144 


defender against cell death 1 (OAD1) 


NMJKM344.1 


5 


0.04% 


8 


0.06% 


145 


neuroendocrine-specific protein C Oke (fbocen) (NSP-CL) reticulon 4 (1 


NMJJ07G08.1 


5 


0.04% 


8 0.06% 


146 


calcydin (=M14300 growth fector-inducibie 2A9 gene; U04815 protein I 


J02763 


4 


0.03% 


8 0.06% 


147 


solute carrier family 25 (mitochondrial carrier, phosphate carrier), mem 


NMJJ058B8.1 


4 


0.03% 


8 0.06% 


148 


myosin, light polypeptide, regulatory, non-sarcomeric (20kD) (MLCB), r 


Hs.233936 


4 


0.03% 


8' 0.06% 


149 


tomoregulin 


AB004064.1 


4 


0.03% 


8! 0.06% 


150 


NADH dehydrogenase 


X81900 


3 


0.02% 


8: 0.06% 


151 


ATP synthase epsllon chain 


AF077045.1 


3 


0.02% 


8 


0.06% 


152 


collagen type V alpha 2 (COL5A2) 


M11718 


2 


0.02% 


6 


0.06% 


153 


fGF-betallR alpha 


D50683 


2 


0.02%! 


8 


0.06% 
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154 


thrombospondin 2 (THBS^ 


L12350 


1 


0.01% 


6 


0.06% 


155 


ribosomal protein L11 


L0509Z1 


16 


0.13% 


7 


0.05% 
0.05% 


156 


UNE-1 REVERSE TRANSCRIPTASE HOMOLOG {=putative p150) 


spP08547 


14 


0.11% 


7 


157 


ribosomal protein L5 


U76609 10 


0.08% 


7 


0.05% 


158 
159 


mitochondrial ubiquinone-bindlngjrotein 
HSPC310(=HSPC312) 


M26700 J 10 


0.08% 


7 


0.05% 


AF161428.1 


8 


0.06% 


7 


0.05% 


160 


ATP synthase, H transporting, mitochondrial F1F0, subunitg (ATP5JC 


NMJJ05476.1 
NMJ01867.1 


7 
7 


0.06% 
0.06% 


7 
7 


0.05% 
0.05% 


161 


cytochrome c oxidase subunit Vile (COX7C) 


162 


epidldymal seCRetory protein (19.5kD) (HE1) 


gi5453677 


6 


0.05% 


7 


0.05% 


163 
164 


ribosomal protein S17 


M13932 


5 


0.04% 


7 


0.05% 


cytochrome b (ORF) 


U09500 


5 


0.04% 


7 


0.05% 


165 


UMP-CMP kinase 


AF110643.1 


5 


0.04% 


7 


0.05% 


166 


nucleolar phosphoprotein B23 (NPM1) 


M28699 


4 


0.03% 


7 


0.05% 


167 


cartilage-derived Otype lectin (CLECSF1) 


AF077345 


4 


0.03% 


7 


0.05% 


168 


histoneH3.3 


Z48950 


4 


0.03% 


7 


0.05% 


169 


ATP synthase, H transporting, mitochondrial F0 complex, subunit g (A 


Hs.107476 


4 


0.03% 


7 
7 


0.05% 
0.05% 


170 


MORF^eiatedgeneX(KIAA0026) (=MRG15) 


NMJM2286.1 


4 


0.03% 


171 


ATP synthase, H transporting, mitochondrial F1 complex, gamma poly 


NM.005174.1 


u 4 


0.03% 


7 


0.05% 


172 


ATP synthase, H transporting, mitochondrial F1 complex, alpha subun 


NM.004046.1 


4 


0.03% 


7| 0.05% 


173 


HSPC163 


AF161512 


4 


0.03% 


7 


0.05% 


174 
175 


actin, gamma 1jACTG1) 


NM_001614.1 


3 


0.02% 


7 


0.05% 


ribosomal protein L22 (RPL22) 


NM.ooomi 


3 


0.02% 


7 


0.05% 


176 
177 


musdebOnd (Dros^hiiaJ^k^^^ 


NMJ)21038.1 ; 3 


0.02% 


7 


0.05% 


ADP-ribosylation factor 4 (ARF4) 


AF104238.1 


3 


0.02% 


7« 0.05% 


178 


vacuolar sorting protein VPS29/PEP11 (LOC51699) 


NMJJ16226.1 


3 


0.02% 


7 


0.05% 


17^aitadiniKIAA0992)=CGM51 ;NM_016081.1 


2 


0.02% 


7 


0.05% 


180 vacuolar H-ATPase subunit , AF038954 


2 


0.02% 


7 


0.05% 


181 


calnexin (CANX) intep/al membrane protein, calnexin, (IP90) 


M94859 | 2 


0.02% 


7 


0.05% 


182 


annexin A5 (ANXA5)(flpocortin-V) 


NMJ)01 154.2 


1 


0.01% 


7 


0.05% 


183 


phosphogrycerate mutase (PGAM-B) 


J04173 


1 


0.01% 


7 


0.05% 


184!tissue inhibitor of metafloproteinase 3 (Sorsby fundus dystrophy, pseud NMJW0362.1 


15, 


0.12% 

b.09% 1 


6 


0.04% 


185 


reverse transCRiptase 


084391 


12' 


6 


0.04% 


166 


decay-accelerating factor 


M31516 


_7j 


0.06% 


6 
6 


0.04% 
0.04% 


187 


ribosomal protein L32 (RPL32) 


NM_000994.1 


6 


0.05% 


188 


PR01574 (mitochondrial proteoJipid 68MP homolog (PLPM) 


AF116639.1 


5 


0.04% 


6 


0.04% 


189 


heterogeneous nuclear ribonucleoprotein CMike (HNRPDL) 


NMJJ05463.1 


5 


0.04% 


6 


0.04% 


190 


heterogeneous nuclear ribonucleoprotein D (hnRNP D) (52% aa) 


D55671 


5 


0.04% 


6 


0.04% 


191 


phospholipaseA2 


M66400 


5 


0.04% 
0.03% 


6 
6 


0.04% 
0.04% 


192 


procoflagen-lysine, 2-oxogiutarate 5-(fioxygenase (lysine hydroxylase) 


Hs.41270 


4 


193 


Cu/Zn superoxide dismutase (SOD) 


X02317 


4 


0.03% 


6 


0.04% 


194 


ribosomal protein S12 


X53505 


3 


0.02% 


6 


0.04% 


195 


ribosomal protein S23 (RPS23) =D14530 (ORF) 


NM_001 025.1 


3 


0.02% 


6 


0.04% 


196 


cathepsin K (pycnodysostosis)(CTSK) 


NMJ)00396.1 


3 


0.02% 


6 
6 


0.04% 
" 0.04% 


197 
198 


P40 _^ 


AAC51266.1 


3 


0.02% 


integrin, beta 1(fibronectin receptor, beta polypeptide, antigen CD29 in 


NM.002211.1 


_3i 


0.02% 


6, 
6 


, 0.04% 
"0.04% 


199 


15 kOa selenoprotein (SEP15) 


AF051894 


3 


0.02% 


200 


Fn54 


AF001533.2 


3 


0.02% 


A 


0.04% 
0.04% 


201 


ribosomal protein S15a 


X84407 


2 


0.02% 


6 


202 
203 


T-ceil c^clophirm 


Y00052 


2 


0.02% 


6 


0.04% 


FK506 binding protein (Fkbp63) 


AF090334 


2 


0.02% 


6 


0.04% 
0.04% 


204 


ATPase,H transporiinp,, lysosomal (vacuolar proton pump|9kD]ATP{ 


NM_003945.1 


2 


0.02% 


6 


205 


calumeln (Calu) (calumenin) 


AF013759 


2 


0.02% 


6 


0.04% 
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kill AA4TOA 4 

NM_001788.1 


2 


0.02% 


6 


0.04% 


207 


ran 10 f=miflA7 1 kiAAftOftOt 


AF026940.1 


2 


0.02% 


6 


0.04% 


9flfl 


pnospnogiyceraie Kinase 1 (rvwM) (UKrj 


k f A J AAAAAi A\ 

NM.000291.1 


2 


0.02% 


6 


0.04% 


tUS 


nuclease sensinve eiemem Binding protein 1 (NStPi) - L2oo09.1 dop 


NMJXJ4559.1 


2 


0.02% 


6 


0.04% 




cauiepsin d \v* \ 00) 


L22569 


2 


0.02% 


6 


0.04% 


911 
C I 1 


rr^Lim nmfoln 

\jv\r 1 lupfoiein 


AF151868.1 


2 


0.02% 


6 


0.04% 


919 




X57347 


2 


0.02% 


6 


0.04% 


910, 


ceij cyae progression o protein (CrRo)(ORp)=Ar0 11794 


till UJ*J* M 

.NM.004748.1 


2 


0.02% 


6 


0.04% 


914 


mosnoi poiypnospnate i-pnospnatase gene (INPP1) (low match) 


IAF141324.1 


2 


0.02% 


6 


0.04% 


91* 


nDosornai protein LZ4 (RPL24) (=nDOsomal protein L30) 


NM_000986.1 




0.01% 


6 


0.04% 


£10 


cyclin 


M74091 




0.01% 


6 


0.04% 


017 


nauh aenyorogenase subunit 2 (ND2) 


;AF014897.2 




0.01% 


6 


0.04% 


91ft 


uown synarome canoKiate region i (DSCR1) 


NM.004414.2 




0.01% 


6 


0.04% 


91 Q 


iw (nucteosouie assemory proiem j 


M86667 




0.01% 


6 


0.04% 




wiKvaio protein (MKb loj 


AF100615.1 




0.01% 


6 


0.04% 




rKUZoOo 


;AF1 19905.1 


10 


0.08% 


5 


0.04% 


000 
Let 


RIBU50MAL PROTEIN Li OA (CSA-19XRPL1QA) 


1P53025 


7 


0.06% 


5 


0.04% 


000 


peptidylglycine alpha-amidating monooxygenase (PAM) 


!M37721 


7 


0.06% 


5 


0.04% 


OOvl 


selenoprotein P (SEPP1J 


Z11793 


5 


0.04% 


5 


0.04% 


ooc 


insulin-like growth factor HndingjOTOteln 7 (IGFBP7) 


4504618 


5 


0.04% 


5 


0.04% 


226 


growth arrest-specific 1 (GAS1) 


NM_002048.1 


5 


0.04% 


5 


0.04% 


227 


extracellular matrix protein 


AB011792 


5 


0.04% 


5 


0.04% 


228 


SOD-2 manganese superoxide dismutase 


X65965 


4 


0.03% 


5 


0.04% 


229 


miCRosomal signal peptidase 


AF061737 


4 


0.03% 


5 


0.04% 


230 


transmembrane glycoprotein (GPNMB) 


X76534 


4 


0.03% 


5 


0.04% 


231 


transcription elongation factor A (Sll). 1 (TCEA1) 


NM_006756.1 


4 


0.03% 


5 


0.04% 


232 


HSPC297{=HSPC030) 


AF161415.1 


4 


0.03% 


5 


0.04% 


233 


cyclin 1 


D50310 


3 


0.02% 


5 


0.04% 


234 


mitochondrial proteolipkl 68MP homotog (PLPM) 


NIVL004894.1 


3 


0.02% 


5 


0.04% 


235 


hepatitis B virus X interacting protein (X1P) 


AF02989O 


3 


0.02% 


5 


0.04% 


236 


activated RNA polymerase (PC4) 


NM_006713.1 


3 


0.02% 


5 


0.04% 


237 


myosin tight chain 3 non-muscle (MLC3nm) 


M31212 


3 


0.02% 


5 


0.04% 


238 


heat shock protein 86(HSP86) 


M30626.1 


3 


0.02% 


"Si 


0.04% 


239 


PTD014 


AF092135.1 


3 


0.02% 


5 


0.04% 


240 


polyublquilin 


E12605 


2 


0.02% 


5 


0.04% 


241 


B-cell translocation protein 1 (BTG1) 


X61123 


2 


0.02% 


5 


0.04% 


242 


small nuclear ribonudeoprotein D2 polypeptide (16.5kD) (SNRPD2) 


NM_004597.3 


2 


0.02% 


5 


0.04% 


243 


pre-mRNA splicing factor (SFRS3) 


AF107405.1 


2 


0.02% 


5 


0.04% 


244 


cytochrome c oxidase subunit Vila polypeptide 2 Eke (COX7A2L) 




2 


0.02% 


5 


0.04% 


245FRG1 


L76159 


2 


0.02% 


5 


0.04% 


246ribosomal protein S16 


M60854 




0.01% 


5 


0.04% 


247 NADH dehydrogenase subunil 4L (RefSeq aa 2e-45) 


gi5835396 




0.01% 


5 


0.04% 


248 mannosidase, beta A, lysosomal (MANBA) gene, and ubrquifin-conjugs 


AF224669.1 




0.01% 


5 


0.04% 


249SCD164 antigen, slaiomucin (CD1S4) 


NMJJ06016.1 


1 0.01% 


5 


0.04% 


250 


ganglioside expression factor 2 (GEF-2) 


NM 007285.1 


1! 0.01% 


5 


0.04% 


251 


factor H homolotjue 


M65294.1 




0.01% 


5 


0.04% 


252 


dihydropyrimidinase-fike 3 (DPYSL3) 


NNL001387.1 




0.01%. 


5 


0.04% 


253 


stromal cell derived factor receptor 1 (S0FR1) 


NM.012428.1 




0,01 %i 


5 


0.04% 


254 


Pcp-2=Purkinje cell protein 2 


S40022 


1 0.01% 


5 


0.04% 


255 


IGSF4 gene 


AB017563.1 


1 0.01% 


5 


0.04% 


256 


collagen type II alpha 1 (C0L2A1) 


J00116.1 


15; 


0.12% 


4 


0.03% 


257 


complement factor H (=M17517J_ 


Y00716 


15" 


0.12% 


4 


0.03% 
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258IMEN1 region done epsilorvbeta 


AF001893.1 


8 


0.06% 


4 


0.03% 


259 ubiquinokytDchrome c reductase complex (7.2 kO); hypothetical prate 


NP.037519.1 


8 


0.06% 


4 


0.03% 


260 


breast carcinoma amplified sequence 2 (BCAS2) 


NMJJ05872.1 


8 


0.06% 


4 


0.03% 


261 


SU11 feoiog 


AF083441.1 


6 
6 


0.05% 
0.05% 


4 
4 


0.03% 
" 0.03% 


262 


DEAD/H (Asp^u-Ala-Asp/His) box polypeptide 5 (RNA helicase, 68kd 


NMJXM396.1 


261 
26? 


hypoxia-inducible factor 1 alpha (HlF-1 alpha) iU22431 


6 


0.05% 


4 


0.03% 


KIAA0728 


AB018271.1 


6 


0.05% 


4 


0.03% 


265 


heat shock 10kD protein 1 (chaperonin 10) (HSPE1) 


NMJW2157.1 


5 


0.04% 


4 


0.03% 


266 
267 


platelet-derived growth factor receptor alpha (PDGFRA) 


M21574 


5 


0.04% 


4 


0.03% 


Cik-associated RS cyctophiiin CARS-Cyp 


U40763 


5 


0.04% 


4 


0.03% 


268 


ribosomal protein L1 3a (RPL13A) 


NMJ12423.1 


4 


0.03% 


4 


0.03% 


269 


ribosomal protein L15 


NM.002948.1 


4 


0.03% 


4 


0.03% 


270 
271 


thyroid receptor interactor (TRIP7) 
vesicle docking protein p115 (P115) 


U0357 
NM.003715.1 


4 
4 


0.03% 
0.03% 


4 
4 


0.03% 
~0.b3% 


272 


heat shock J2 proteinJHSJ2L 


AF075601.1 


4 


0.03% 


4: 0.03% 


273 


tumor neCRosis factor-inductble (TSG-6) 


M31165 


4 


0.03% 


4 


0.03% 


274 


ribosomaJ protein, large, P1 (RPLP1) 


NMJJ01003.1 


3 


0.02% 


4 


0.03% 


275 


heterogeneous nuclear ribonucfeoprotein A1 (HNRPA1) 


NMJ0O2136.1 \ 3 


0.02% 


4 


0.03% 


276 


lysosomal membrane glycoprotein CD63 (=M59907 ME491;X07882) 


M58485 


, 3 
3 


0.02% 


4 


0.03% 
0.03% 


277 


Cyr61 protein (CYR61) 


AF031385 


0.02% 


4 


278 


BCL2/adenovirus E1B 19kT>interacting_protein 3JBNIW[ 


U15174 
M3311Z1 " 


3 
3 


0.02% 
6.02% 


4 
4 


0.03% 
6.03% 


279 
280" 


amyloid-beta protein (APP) 


hereditary haemochromatosis region, histone 2A-0ke protein gene, her 


U91328.1 


3, 0.02% 


L 4 
4 


0.03% 
' 0.03% 


281 

2821 


SEC24 (S. cerevisiae)related gene family, member D (SEC24D), = AK 


NM.014822.1 


3 


0.02% 


lannexinM (ANXM) 


NMJ01153.2 


3 


0.02% 


4 


0.03% 


283 Isemaphorin E AB000220 


3 


0.02% 


4 


0.03% 


284 


single-stranded DNA-binding protein (SSBP), nuclear gene encoding nr 


NMJQ3143.1 


3j 0.02% 


4 


0.03% 


285 


5' nucleotidase (EC 3.1.3.5) 


X55740 


3 


0.02% 


4 


0.03% 


286 


AgX-1 antigen 


S73498 
NM 001463.1 


3 


0.02% 


4 


0.03% 


287 


frizzteckelaled protein (FRZB) 


2 


0.02%] 


4 


0.03% 


288 


alpha E-catenin (CTNNA1) gene 


AF102803.1 


2 


0.02% 


4 


0.03% 


289 


zinc finger transCRipfion factor GKLF 


AF105036.1 


2 


0.02% 


4 


0.03% 


290 


K1AA1247 


AB033073.1 
AJ238095.1" 


2 
2 


0.02% 
0.02% 


4 0.03% 


291 


Lsm3 protein 


4 ! 0.03% 


292 
293 


SET translocation (myeloid leukemia-associated) (SET) =M93651 


NM 003011.1 


2 


0.02% 


4 0.03% 


arginine-rich nuclear protein 


M74002 


2 


0.02% 


4 0.03% 


294 


actin-related protein Arp3_(ARP3)(actin-related protein 3veasf)homoto( 


AF006083.1 , 2 


0.02% 


4 0.03% 


295 


CYTOCHROME C OXIDASE POLYPEPTIDE I 


P00395 


2 


0.02% 


4 


0.03% 


296 


PRO0530 


AF111849.1 


2 
2 


0.02% 
0.02% 


4 
4 


0.03% 
0.03% 


297 


small acidic protein 


IU51678 


298 
299 


ATP SYNTHASE E CHAIN, MITOCHONDRIAL 


spP56385 


2 


0.02%; 4 


0.03% 


lost on transformation LOT1 (=PIAGL1) 


U72621.2 


2 


0.02%. 4 


0.03% 


300 


N2A3 (=DPYSL2) (^yaVopyrirnlcfinase related proteln-2) 


U97105 


2 
2 


0.02% 
" 0.02% 


4 


0.03% 


301 


HIC protein 


AF054589 


4 


0.03% 


302iCGM48 protein .AF151906 




0.02% 


4 


0.03% 
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ribosomal protein S21 (RPS21) 


L04483 


1 0.01% 


4 


0.03% 
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TI-227H (=tomoregulin; mifchondriaO 


D50525 




| 0.01% 


4 


0.03% 
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glucooorticoidHnduced GILZ 


AF228339 




I 0.01% 


4 

r "4 


0.03% 
0.03% 


306!heat shock 70kD protein 10 (HSC71) (HSPA101 


NMJ06597.1 




! 0.01% 


307 


actin binding protein ABP620 


AB029290.1 


1 0.01% 


4 


0.03% 
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profilinil 


L10678.1 




0.01% 


4 


0.03% 
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tyrosine 3-rtK>m>oxygenaseAryptophan 5^nonooxygenase activation pr 


NMJKJ6826.1 




0.01% 
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0.03% 
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sphingolipid activator protein 1 


J03015 




0.01% 


4 


0.03% 
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prolyl 4-hydroxylase gene 


U14608.1 




I 0.01%: 4 


0.03% 


312 


prion protein (p27-30) (CreutzfeloXJakob disease, Gerstmann-Strauslei 


NMJ000311.1 i 1 


0.01% 




0.03% 
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interieukin 1 receptor, type I (IL1R1) = M27492.1 


NMJ00877.1 




0.01% 


■ — * 


0.03% 
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AB014563 




0.01% 
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0.03% 


315 


palmltoyi-oroteln thJoesterase (PPT) 


AF022211 




0.01% 


4 


0.03% 


316 


N-acylsphingosine arnidohydrolase (ASAH) (acid ceramidase) 


NM_004315.1 




0.01% 


" 4 


0.03% 


317 


bjglycan BGN 


U11686.1 


1 0.01% 


L 4 


0.03% 


318 


K1AA0102 


D14658 




0.01% 


4 


0.03% 


319 


vascular ceil adhesion molecule 1 JVCAM1) 


M30257 




0.01% 


4 


0.03% 


"320 


signal recognition particle subunit 9 (SRP9) 


U20998 




0.01% 


4 


0.03% 


321 


somatic cytochrome o (HCS) gene 


M22877.1 




0.01% 


4 


0.03% 


322 


calpastatin 


D50827 




0.01% 


4 


0.03% 


323 


H-2K binding fector-2 


D14041 




0.01% 


4 


0.03% 


324 


nucleobindin 2 (NUCB2)(NEFA protein) 


X76732 




0.01% 


4 


0.03% 


325 


RaplB 


U07795 




0,01% 


4 


0.03% 


326 


X (inactivej-spedfic transCRipt (XIST) 


M97168 




~o\6i% 


4 


0.03% 


327 


NADH-UBIQUINONE OXIDOREDUCTASE MLRQ SUBUNIT (COMPU 


spO00483 1 


0.01% 


4 


0.03% 


326 


XAGL protein 


\j4 cone 4 

Y159UO. 1 




6.01%' 4 


0.03% 


329 


K1AA1038 






0.01% 


4 


0.03% 


330 


Ku autoimmune antigen gene 


J04977.1 


9 


0.07% 


3 


0.02% 


331 


hypoxia-inducible gene 1 (HIG1) (=HSPC010) 


AF145385.1 


8 


0.06% 


3 


0.02% 


332 


Tiggerl transposable element 


U49973.1 


7 


0.06% 


3 


0.02% 


333 


cytosolic selenium-dependent glutathione peroxidase (=L091 59 RHOA 


M83094 


7 


0.06% 


3 


0,02% 


334 


sterol carrier protein 2 


S52450 


6 


0.05% 


3 


0.02% 


335 


ribosomaJ protein S3 (RPS3) 


NM_001005.1 


5 


0.04% 


3 


0.02% 


336 


enhancer of rudimentary homologue 


U66871 


' 5 


0.04% 


3 


0.02% 


337 


Heterogeneous nuclear ribonudeoprotein U (scaffold attachment factor 


NM.004501.1 


5 


0.04% 


3 


0.02% 


338 


epidermal growth factor receptor kinase substrate (Eps8) 


U12535 


5 


0.04% 


3 


0.02% 


339 


protein disulfide isomerase-related protein (P5)= D49489 


NMJ0574Z1 


5 


0.04% 


3 


0.02% 


340 


paired mesoderm homeo box 1 (PMX1) 


gl5902023 


5 


0.04% 


3 


0.02% 


341 


ac&n, beta (ACTB) 


NM-001101.2 


4 


0.03% 


3 


0.02% 


342 


guanine nucleotide binding protein (G protein), beta polypeptide 2-iikeJ 


NMJTO6D98.1 


4 


0.03% 


3 


0.02% 


343 


aggrecan (chondroitin sulfate proteoglycan 1, large aggregating proteo 


U13613 


4 


0.03% 


3 


0.02% 


344 


trophobiastSTATutron 


AF080092.1 


4 


0.03% 


3 


0.02% 


345 


testis enhanced gene transCRipt protein (TEGT) 


AF033095 


4 


6.03% 


3 


0.02% 


346 


heterogeneous nuclear ribonudeoprotein K (HNRPK) 


NM.002140.1 


4 


0.03% 


3 


0.02% 


347 


UDP-gtucose dehydrogenase (UGDH) 


AF061016 


4 


0.03% 


3 


0.02% 


346 


uridine diphosphoglucose pyrophosphoryjase 


U27460 


4 


0.03% 


3 


0.02% 


349 


Wnectin 1 (kinesin receptor) (KTN1)(= KIAA0004) 


NM_Q04986.1 


4 


0.03% 


3 


0.02% 


350 


GOLGI 4-TRANSMEM8RANE SPANNING TRANSPORTER MTP (KIA 


SDQ15012 


4 


0.03% 


3 


0.02% 


351 


neural precursor cell expressed, developmental down-regulated 5 (Ni 


NM.004404.1 


3 


0.02% 


3 


0.02% 


352 


chloride intracellular channel 4 like (CUC4L) 


NM.013943.1 


3 


0.02% 


3 


0.02% 


353 


DEK oncogene (DNA binding) (DEK) 


gi4503248 


3 


0.02% 


3 


0.02% 


354 


S164 (=AC004858 U1 small ribonudeoprotein 1SNRP homologue) 


AF109907 


3 


0.02% 


3 


0.02% 


355 


malate dehydrogenase 1, NAD (soluble) (MDH1) 


NMJH)5917.1 


3 


0.02% 


3 


0.02% 


356 


matrilin-2 precursor 


U69263 


3 


0.02% 


3 


0.02% 


357 


Golgi autoantigen, golgin subfamily a, 4 (GOLGA4) 


NM_002078.2 ' 


3 


0.02% 


3 


0.02% 


358 


spectrin SH3 domain binding protein 1 (SSH3BP1) 


NMJJ05470.1 


3 


0.02% 


3 


0.02% 


359,GTP-binding protein Sara 


AF092130.1 


3 


0.02% 


3 


0.02% 


360|C2H2zinc finger protein (ZNF189) 


AF025772.1 


3 


0.02% 


3 


0.02% 


361 SON protein 


AF193606 


3 


0.02% 


3 


0.02% 
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362|ribosomal protein L14 ' 


D87736 


i 


0.02% 


Q 
0 




363lcctaen type XII alpha 1 (COL12A1) 


U57382 


o 
L 


ft MDJ 


9 

0 


n co$l 


364i 


)roteln tyrosine phosphatase (hR-PTPu) 


X58288 


I 


ft ft*W 


0 


U.Ulvb 


365|titin (TTN) gene 


CAA49245.1 


2 


0.02% 


0 


\J.\JC70 


366 16.7Kd protein 


AF078845.1 


2 


0.02% 


3 


A AO a/ 

0.02% 


367 KIAA0438 


AB007898.1 


2 


0.02% 


O 


ft MCI 

0.02% 


368 'PAPS synthetase-2 (PAPSS2) 


AF074331.1 


2 


0.02% 


3 


ft AOOS 

0.02% 


369 1 ataxia telangiectasia (ATM) gene 


U82828.1 


2 


0.02% 


3 


0.02% 


370 constitutive fragile region FRA3B 


AF152363.1 


2 


0.02% 


3 


0.02% 


371 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 5 (13kD, B12 


NM.005000.1 


2 


0.02% 


3 


0.02% 


372[small membrane protein 1 (SMP1) 


AF081282 


2 


0.02% 


3 


0.02% 


373|glutaredoxln 


X76648.1 


2 


0.02% 


3 


0.02% 


374KIAA0569 


AB011141 I 


2 


6,02% 


3 


0.02% 


375IK1AA0942 protein (KIAA0942) ! 




2 


0.02% 


3 


0.02% 


376lcullin 4A fCUL4A> AF077188.1 


"2 


0.02% 


3 


0.02% 


377 


raltage-dependent anion channel (VDAC1) 


AF151097.1 


—j 

2 


0.02% 


3 


0.02% 


378jexpoiHn 1 (CRMI.yeast, horndog) (XP01)(ORF) =089729, CRM1 prol 


NMJQ3400.1 


2 


0.02% 


3 


0.02% 


379 progesterone membrane binding protein (PMBP) 


5453915 


2 


0.02% 


3 


0.02% 


380HSPC204 


AF151038.1 


2 


0.02% 


3 


0.02% 


381 HSPC034 protein 


AF100747.1 


2 


0.02% 


3 


0.02% 


382 TATA element modulatory factor 


L0104Z1 


2 


0.02% 


3 


0.02% 


383CGM21 protein (LOC51002) 


NMJ)1 6058.1 


1 


0.02% 


3 


0.02% 


384 activin beta-A subunit (=(cDNA FU1 1041 fis, clone PLACE1 004405, d 


X57580.1 


2 


0.02% 


3 


0.02% 


385 ferritin L chain 


M11147 


1 


0.01% 


3 


0.02% 


386 guanine nucleotide binding protein (G protein), alpha stimulating activit] 


NMJ00516.2 


1 


0.01% 


3 


0.02% 


387 'nicotinamide N-methyitransferase (NNMT) 


U08021 


1 


0.01% 


3 


0.02% 


388 orotein C inhibitor Ihuman. leukocytes, Genomic, 1402 nt, segment 5 o 


S69366.1 


1 


0.01% 


3 


0.02% 


389i 


transCRiption factor BTF 3 


X74070 


1 


0.01% 


3 


I 0.02% 


390 


GAP-associated tyrosine phosphoprotein p62 (Sam68) (SAM68) (=p62 


NMJJ06559.1 


1 


0.01% 


3 


0.02% 


391 


collagen type VI alpha 1(COL6A1) 


X15880 


1 


0.01% 


3 


0.02% 


392 


t-complex-associated-testis-expressed 1-like (TCTE1 L)=U02556=RP3 


NM.006520.1 


1 


0.01% 


3 


0.02% 


393 


NADH-ubiquinone oxidoreductase AGGG subunit precursor homolog 


AF067166.1 


1 


0.01% 


3 


0.02% 


394 


ubiquitki gene 


U49869 


1 


0.01%, 3 


0.02% 


395 


CYTOCHROME C OXIDASE POLYPEPTIDE II 


spP00403 


i 


0.01% 


3 


0.02% 


396 


ctsplatin resistance-associated overexpressed protein 


ABQ34205.1 


1 


0.01% 


3 


0.02% 


397 


Arp2/3 protein complex subunit p16 (ARC16) =AF006088 (ORF) 


NMJJ05717.1 


1 


0.01% 


3 


0.02% 
j 0.02% 


398 


Eukaryofic translation initiation factor 2, subunit 2 (beta, 38kD)(EIF2S2 


NMJ)03908.1 


i 


0.01% 


3 


399 


p75NTR-associated cell death executor (NADE) 


AF187064.1 


i 


0.01% 


3 


| 0.02% 


400 


GW128 


AF107406 


1 


0.01% 


3 0.02% 


401 


SLC1 1 A3 iron transporter 


AF215636.1 


1 


0.01% 


3 0.02% 


402 


One-1 protein ORF2(=p150) 


B28098 


1 


0.01% 


3 0.02% 


403 


esterase D 


AF112219 


1 


0.01% 


3 6.02% 


404 


inositol 1,4,5-triphosphate receptor, type 2 (ITPR2) 


NM.002223,1 


1 


0.01% 


3 0.02% 


405 


SPHAR gene for cycfirwelated protein 


XB2554.1 


1 


0.01% 


3 0.02% 


406 


mitochondrial 16S rRNA 


Z70759 


1 


0.01% 


3| 0.02% 


407 


murine leukemia viral (bmi-1) oncogene homolog (BMI1) 


NM.005180.1 


1 


0.01% 3| 0.02% 


408 


S1Rprotetn(S1R) (=CGM19) 


AF113127.1 


1* 0.01% 


3| 0.02% 


409 


basic helix-loop-helix domain containing, class B, 2 (BHLHB2), mRNA 


Hs.171825 


1 


0.01% 


| 3 0.02% 


410 


predicted osteoblast protein (GS3786), mRNA 


NM.014888.1 


1 


0.01% 


3| 0.02% 


411 


frizzled (DrosophDa) homolog 1 (FZD1) 


NMJXJ3505.1 


1 


0.01% 


3 0.02% 


412 


Diff33 protein homolog 


AF164794.1 


1 


0.01% 




3 0.02% 


413 


KIAA0244gene 


D87685 


I 1 


0.01% 


: 


3 0.02% 
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414IPR02751 


AF119896.1 


1 


0.015! 


> 31 0.02% 


41 5| protein x 0001 


AF1 17230 


1 


0.0151 


> : 


0.02% 


416jdihydfDfbIate reductase (DHFR) 


NHL000791.2 


1 


0.015 


) 5 


0.02% 


41 i 


f sorting nexin 3 (SNX3) 


AF034546 


1 


0.01 % 


> 3 


0.02% 


~4~1* 


1 two-handed zinc finger protein ZEB 


U19969 


i 1 


0.01* 


3 


0.02% 


41£ 


1 beta-COP 


X82103 


1 


0.01% 


3 


0.02% 


42C 


RAD23 (S. cerevlsiae) homolog B (RAD23B) 


DSHD 


I^K 


0.01% 


3 


0.02% 


421 


oligodendrocyte myelin glycoprotein (OMG) 
KIAA1073 


L05367 


1 


0.01% 


3 


0.02% 


422 




AB028996.1 


1 


0.01% 


3 


0.02% 


423 


PTD011 


AF078864 


1 


0.01% 


3 


0.02% 


424 


Arginine-rich protein (ARP) 


NM_006010.1 


1 


0.01% 


3 


0.02% 


425 


cydinG2 


U47414 


1 


0.01% 


3 


0.02% 


426 


Hmob33 protein 


Y14155.1 


1 


0.01% 


I 3 


0.02% 


427 


HSPC039 protein 


AF125100.1 


1 


0.01% 


3 


0.02% 


428 


Nuclear antigen Sp100 (SP1 00) 


NMJJ03113.1 


1 


0.01% 


f 3 


0.02% 


429 


cytochromes oxidase subunit VIlaL precursor (COX7AL) 


AF1 34406.1 


1 


0.01% 


3 


0.02% 


430 


metalloprotelnase Inhibitor TIMP-2 


AF127803.1 


1 


I 0.01% 


3 


0.02% 


431 


DNAJ domain-containing protein MCJ (MCJ) 


AF126743.1 


11 0.01% 


3 


0.02% 


43Z steroid dehydrogenase homolog 


:AF076850.1 


1! 0.01% 


3 


0.02% 


433 KIAA0829 


AB020636 


1 


r 0.01% 


3 


0.02% 


434 


tubulin beta 


AF070561 


6 


! 0.05%: 2 


0.01% 


435 


ARP2/3 protein complex subunit p21 (ARC21=AF006086 (ORF) 


NMJXJ5719.1 


6; 0.05% 


L_ 2 


0.01% 


436 


NS1-binding protein (NS1-BP) (=AB020657 KIAA085Q) 


AJ012449 


6 


0.05% 


2 


0.01% 


437 


syndecan binding protein (syntenln) (SDCBP)(ORF) = AF000652.1 


NMJW5625.1 


5 


0.04% 


2 


0.01% 


438 


praline-rich protein with nuclear tarpeting signal (B4-2) 


NM_006813.1 


5 


0.04% 


2 


0.01% 


439 


Nck-associated protein 1 (Nap1 ) (=AB01 1 1 59 KIAA0587) 


AB014509.1 


5 


0.04% 


2 


0.01% 


440 


CD63 antigen (melanoma 1 antigen) (C063) 


NM.001780.1 


4 


0.03% 


2 


0.01% 


441 


zinc finger protein 216 (ZNF216) 


AF062072.1 


4 


0.03% 


2 


0.01% 


442 


sin3 associated polypeptide (SAP18) 


AF1 53608 


4 


0.03% 


2 


0.01% 


443 


sema domain immunoglobulin domain flq)(semaphorin) 3E (SEMA3E)( 


NMJJ12431.1 


4 


0.03% 


2 


0.01% 


444 


HepG2 


D17039 


4 


0.03% 


^ 2 


0.01% 


445 


RGC32 protein (RGC32) 


NM_014059.1 


4 


0.03% 


2 


0.01% 


446 


UDP-glucose pyrophosphorytase 2 (ORF) NM 006759 1 


4 


0.03% 


2 


0.01% 


447 




AF15107Z1 


4 


0.03% 


2 


0.01% 


448 


polyposis locus (DP1 gene) 


M73547 


4 


0.03% 


2 


U.U1% 


449 


fwoteasome (prosome, maCRopain) subunit beta type, 1 (PSMB1) 


NMJKI2793.1 


4 


0.03% 


2 


0.01% 


450 


cytoskeletal gamma-actin 


X04098 


3; 0.02% 


2 


0.01% 


451 


elongation factor 1 beta 2 (EEF1B2) 


NM.001 959.1 


3 


0.02% 


2 


0.01% 


452 


NADH dehydrogenase(ubiquinone) Fe-S proteii 5 (1 5kD) (NADH-coer 


NMJXM552.1 


3 


0.02% 


2 


0.01% 


4W«nafry(Dro8opMa)-homdog (HRY) 


NMJXJ5524.2 


3 


0.02% 


2 


0.01% 


4W 


HSHC035 protein (LOC51669), NPD003 


NMJM6127.1 


3 


0.02% 


2 


0.01% 


455 KIAA0970 


AB023187.1 


3 


0.02% 


2 


0.01% 


451? 


WAA033Z 


AB002330 


3 


0.02% 


2 


0.01% 




PTO010 


AF07B863.1 


3 


0.02% 


2 


0.01% 




jlyoxalase-l (GL01) 


AF146851.1 


3 


0.02% 


2 


0.01% 


ESDI 


ras-felated GTP-binding protein 


4F106681.1 


3 


0.02% 


2 


0.01% 


ESSE 
EEflE 


lon-Wstone chromosomal protein (HMG-1) 


L08048.1 


3 


0.02% 


2 


0.01% 


SON DNA binding protein (SON) 


<63753 


3 


0.02% 


2 


0.01% 


zmi 


^-terminal acetyitransferase complex ard1 subunit , 
^VlP-rfacetylneuraminic acid hydroxylase '" ] 


V085355.1 = 


3 


0.02% 


2 


0.01% 


4641 


<!AA1250 T, 


*F074480.1 | 
\B033076.1 


3 
3 


0.02% 
0.02% 


2 

2 


0.01% 
001% 


465 1 


>arninoimidazole4sarooxamidenDonucleo^ NM 0040441 


3 


0.02% 


2{ 0.01% 
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46€ 


> adenylyl cyclase-assocfated protein (CAP) 


L12168 


3 


0.02%l 2 


001% 

V.U 1 70 


467 


enterocyte differentiation associated factor EDAF-1 


U62136.2 


t~ 3 


0.02% 2 


0.01% 


46* 


E6-AP ublquitin-protein Ggase (UBE3A) 


AF009341.1 


f 3 


0.02% 


2 


nni% 

V.V 1 70 


46S 


AKAP450 protein 


AJ131693.1 


3 


0.02% 


2 


V.U 17 


47C 


proteln-L-iscaspartate (D-aspartate) CMriethyltransferase (PCMT1) (0 






0.02% 


2 


v.U 1 70 


471 


ribosomal protein, large P2 (RPLP2) 


NM„001 004.1 


2 


0.02% 


2 


V.U 1 /O 


472 


metaDothbnein-le(hl^T-le) 


M10942 


2 


0.02% 


2 


V.U 1 70 


473 


thymosin beta-10 


S54005 


2 


0.02% 


2 


• n mat 
U.U17& 


474 


ubiquitln-conjugating enzyme E2B (RAD6 homoiog) (UBE2B) 


fclW AAAAA^ A 

NM_003337.1 


2 


0.02% 


2 


n m& 


475 


SMT3 (suppressor of mif two 3, yeast) homoiog 2 (SMT3H2) 


NMJ)06937.1 


2 


0.02% 


2 


n ni Qi. 

U.Ul it 


476 


AD-017 protein 


AF1 5731 8.1 


2 


0.02% 


2 


U.Ul 75 


477 


KIAA0164 


079986 


2 


, 0.02% 


2 


U.Ul 70 


478 


KIAA1077 


AB029000.1 


2 


0.02% 


2 


U.U1% 


479 


trichorhinophalangeal syndrome I gene (TRPS1) 


NM_014112.1 


2 


0.02% 


2 


U.U1% 


480 


TATA box binding protein (TBP)-associated factor, RNA polymerase II, 


NMJW5642.1 


2 


0.02% 


2 


U.OlTb 


481 


SWl/SNF related, matrix associated (SMARCA1) 


gi4507066 


2 


0.02% 


2 


A /HQ/ 
U.Ul% 


482 


karyopherin alpha 4 Nmporlin alpha 3) (KPNA4) 


NMJJ02268.1 


2 


0.02% 


2 


0.01% 


483 


apoptosis related protein APR-1 


AF143235.2 


r 2 


0.02% 


2 


0.01% 


484 


sorting nexin 6 (SNX6) 


AF121 856.1 


2 


0.02% 


2 


0.01% 


485 


progesterone binding protein (HPR6.6) 


gi5729874 


2 


0.02% 


2 


0.01 % 


486 


proteasome subunit HC9 


D00763 


2, 0.02%: o 


0.01% 


487 


dermatopontin 


Z22865 


2 


0.02% 


2 


0.01% 


488 


KIAA0766 


AB018309.1 


2 


0.02% 


2 


0.01% 


489 


W-2H 


D13891 


2 


0.02% 


2 


0.01% 


490 


CGI-07 protBin 


AF132941.1 


2 


0.02% 


1 


0.01% 


491 


DNA polymerase zeta catalytic subunit (REV3) 


AF157476.1 


2 


0.02% 


2 


0.01% 


492 


KIAA0382 


AB002380 


2 


0.02% 


2 


0.01% 


493 KIAA1053 


AB028976.1 


2 


0.02% 


2 


0.01% 


494 NY-REN45 antigen (LOC51133) 


NM.016121.1 


2 


0.02% 


2 


0.01% 


495 


spflcing factor (CC1 .4) 


L10911.1 


2 


0.02% 


2 


0.01% 


496 


t-comptex polypeptide 1 


X52882 


2 


0.02% 


2 


0.01% 


497 


restin (Reed-Steinberg cell-expressed intermediate filament-associatec 


NM.002956.1 


2 


0.02% 


2 


0.01% 


498 


mannose 6-phosphaie receptor, 46 kD (MPR46) 


X56257 


2 


0.02% 


2 


0.01% 


499 


replication protein A3 (14kD) (RPA3) 


NMJJ02947.1 


2 


0.02% 


2 


0.01% 


500 


anaphase promoting complex subunit 10 


AF132794.1 


2 


0.02% 


2 


0.01% 


501 


WAA0729 


AB01827Z1 


2 


0.02%. 


2 


0.01% 


502 


lysophospholipasel (LYPLA1) 


NMJ306330.1 


2 


0.02% 


2 


0.01% 


503 


cofiBn isofbrm 1 


AF134802 


2 


0.02% 


2 


0.01% 


504 


HSPC213(=:HSPC327) 


AAF36133.1 j 


2 


0.02% 


2 


0.01% 


505 


sperm anBgen-36 


AF1 87554.1 


2 


0.02% 


2 : 


0.01% 


506 


61*72 Xfl5H7 


2 


0.02% 


21 0.01% 


507 


nbosomaJ protein L27A 


AB020236.1 




0.01% 


2 


0.01% 


508 ubiquttm A-52 residue ribosomal protein fusion product 1 (UBA52) 


gi4507760 




0.01% 


2 


0.01% 


509 


enolase 1 (aJpha) (EN01) 


NMJW1428.1 


1. 0.01% 


2 


0.01% 


510 


doiichyl-ohosphate beta-glucosyltransferase (ALG5) 


AF102850.1 




0.01% 


2 


0.01% 


511 


gtutamine synthetase 


S70290 




0.01% 


2 


0.01% 


512 


syntaxin 4 birufing protein UNC-18c (UNC-18c) 


AF032922.1 




0.01% 


2 


0.01% 


513 


actate dehydrogenase B (LDH-B) 


V00711 




0.01% 


2 


0.01% 


514 
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Figure^7. B2M level in synovial fluid 
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Figure^^Differential gene expression of B2M treated chondrocytes detected by 
microarray. 
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